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OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



July 12, 2005, 14:48:45 ; Search time 3856 Seconds 

(without alignments) 
10078.082 Million cell updates/sec 

US-10-074-246-65 
802 

1 tcatagcaggcctcctcttg tggctgcgtacttcgccagc 802 



197 



Scoring table: OLIGOJSTUC 

Gapop 60.0 , Gapext 60.0 

Searched: 4708233 seqs, 24227607955 residues 

Word size : 19 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Listing first 45 summaries 

Database : GenEmbl : * 

1 : gb _ba : * 

2 : gb_htg : * 

3: gb_in:* 

4 : gb_om : * 

5 : gb_ov : * 

6: gb_pat:* 

7 : gb_ph : * 

8 : gb_pl : * 

9 : gb_pr : * 
10: gb_ro:* 

11: gb_StS:* 

12: gb_sy:* 
13: gb_un:* 
14 : gb_vi : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result Query 

No. Score Match Length DB 



ID 



Description 



1 802 100.0 802 6 

2 802 100.0 327650 1 

3 802 100.0 349306 1 

4 751 93.6 110000 1 



AX513136 
BX248337 
BX842575 
AE000516 10 
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OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 
Word size : 



July 12, 2005, 14:16:30 ; Search time 561 Seconds 

(without alignments) 
8462.803 Million cell updates/sec 

US-10-074-246-65 
802 

1 tcatagcaggcctcctcttg tggctgcgtacttcgccagc 802 

OLIGO_NUC 

Gapop 60.0 , Gapext 60.0 
4390206 seqs, 2959870667 residues 
19 



117 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 
Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 

Database : Nj3eneseq_16Dec04 : * 

1 : geneseqnl980s : * 

2: geneseqnl990s : * 

3 : geneseqn2000s : * 

4 : geneseqn2001as : 

5 : geneseqn2001bs : 

6 : geneseqn2002as : 

7 : geneseqn2002bs : 

8 : geneseqn2003as : 

9 : geneseqn2003bs : 

10: geneseqn2003cs 

11 : geneseqn2003ds 

12 : geneseqn2004as : * 

13 : geneseqn2 004bs : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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OM nucleic - nucleic search, using sw model 



Run on: 



July 12, 2005, 18:32:59 ; Search time 185 Seconds 

(without alignments) 
7093.481 Million cell updates/sec 



Title: US- 10 -074 -246-65 

Perfect score: 802 

Sequence: 1 tcatagcaggcctcctcttg tggctgcgtacttcgccagc 802 

Scoring table: OLIGO_NUC 

Gapop 60.0 , Gapext 60.0 



Searched: 
Word size 



1202784 seqs, 818138359 residues 
19 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Listing first 45 summaries 

Database : Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB. seq: * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB. seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB. seq: * 

5 : /cgn2_6/ptodata/l/ina/PCTUS_COMB . seq: 

6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: 



34 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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26 


1 9 


2 


4 


1 £44 

X O r± *± 


4 


T TO _ 
Uj 


09 


- 9ft 6 


-691 -9 
- oz x - y 




Q A nn 1 -i 

y , App 1 1 


97 


1 9 

X y 


9 


4 


1 66R 
IDDj 


9 


no - 


• 09 
U y 


-194 
- ± Z *i 


_99ftA_99 
- Z J On" J5 J 


bequence 


JJ , Appl 


28 


19 


2 


, 4 


1665 


3 




•09 
v y 


-721 


-97S-**** 

J/ / J J J 


O om i on p 0 




29 


19 


2 


.4 


1665 


4 


US- 


09 


-986 


-621-33 


Sequence 


33, Appl 


30 


19 


2 


. 4 


1689 


3 


us- 


•09 


-124 


-238A-22 


Sequence 


22, Appl 


31 


19 


2 


.4 


1689 


3 


us- 


•09 


-721 


-975-22 


Sequence 


22, Appl 


32 


19 


2 . 


. 4 


1689 


4 


us- 


•09 


-986 


-621-22 


Sequence 


22, Appl 


33 


19 


2 . 


.4 


1690 


4 


us- 


•09 


-949 


-016-3384 


Sequence 


3384, Ap 


34 


1? 


2 


.4 


18196 


4 


us- 


•09 


-949 


-016-15126 


Sequence 


15126, A 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 
Word size 



July 12, 2005, 19:19:37 ; Search time 643 Seconds 

(without alignments) 
7830.819 Million cell updates/sec 

US-10-074-246-65 . 
802 

1 tcatagcaggcctcctcttg tggctgcgtacttcgccagc 802 

OLIGO_NUC 

Gapop 60.0 , Gapext 60.0 
6330945 seqs, 3139162390 residues 
19 



Total number of hits satisfying chosen parameters: 82 

Minimum DB seq length: 0 
Maximum DB seq length: 2000000000 

Post -processing: Listing first 45 summaries 

Database : Published_Applications_NA: * 

1 : / cgn2_6 /p t oda t a / 2 /pubpna / US 0 7_PUBC0MB . s eq : * 

2 : /cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB. seq: * 

3 : /cgn2_6/ptodata/2/pubpna/US06__NEW_PUB. seq: * 

4 : /cgn2_6/ptodata/2/pubpna/US06_PUBCOMB. seq: * 

5 : /cgn2_6/ptodata/2/pubpna/US07_NEW_PUB. seq: * 

6 : /cgn2_6/ptodata/2/pubpna/PCTUS_PUBCOMB. seq: 

7 : /cgn2_6/ptodata/2/pubpna/US08_NEW_PUB. seq: * 

8 : /cgn2_6/ptodata/2/pubpna/US08_PUBCOMB. seq: * 

9: /cgn2_6/ptodata/2/pubpna/US09A_PUBCOMB. seq: 

10 : /cgn2_6/ptodata/2/pubpna/US09B_PUBCOMB. seq 

11 : /cgn2_6/ptodata/2/pubpna/US09C_PUBCOMB. seq 

12 : /cgn2_6/ptodata/2/pubpna/US09_NEW_PUB. seq: 

13 : /cgn2_6/ptodata/2/pubpna/US10A_PUBCOMB. seq 

14 : /cgn2_6/ptodata/2/pubpna/US10B_PUBCOMB. seq 

15 : /cgn2_6/ptodata/2/pubpna/US10C_PUBCOMB. seq 

16 : /cgn2_6/ptodata/2/pubpna/US10D_PUBCOMB. seq 

17: / cgn2_6 /p t oda t a / 2 /pubpna /US 1 0 E_PUBCOMB . s eq 

18 : /cgn2_6/ptodata/2/pubpna/US10F_PUBCOMB. seq 

19: / cgn2_6 /p t oda t a / 2 /pubpna /US 1 0G_PUBCOMB . s eq 

20 : /cgn2_6/ptodata/2/pubpna/US10H_PUBCOMB . seq 

21 : /cgn2_6/ptodata/2/pubpna/US10I_PUBCOMB . seq 

22: / cgn2_6 /p t oda t a / 2 /pubpna /US 1 0_NEW_PUB . s eq : * 

23 : /cgn2_6/ptodata/2/pubpna/USHA_PUBCOMB. seq: * 

24 : /cgn2_6/ptodata/2/pubpna/USll_NEW_PUB.seq: * 

25 : /cgn2_6/ptodata/2/pubpna/US60_NEW_PUB . seq : * 

26: /cgn2_6/ptodata/2/pubpna/US60_PUBCOMB. seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



No. Score Match Length DB ID 



Description 





1 


802 


100 


. 0 


802 


14 


US- 10 -074 -246 -65 


V— ^ IXv^i. 1 ^ — ■ 


65 AddI 




2 


577 


71 


. 9 


628 


14 


US -10 -074 -246-66 




£. C. AliTil 
oo , .fTxykJX 




3 


196 


24 


. 4 


1058 


15 


US-10-193-002-45 




4 S Annl 




4 


196 


24 


. 4 


1058 


15 


US -10- 084 -843-45 


Cprriipriop 


4S Annl 




5 


196 


24 


. 4 


1058 


24 


US-11-028-898-45 




4S Annl 




6 


46 


5 


. 7 


712 


14 


US -10 -074 -246-64 




64 Annl 




7 


31 


3 


. 9 


745 


14 


US -10- 074 -246 -60 


JCl[UCJ Iv_. C 






8 


30 


3 


. 7 


785 


14 


US -10-074 -246-61 




61 Annl 




9 


29 


3 


. 6 


642 


14 


US -10-074 -246-59 


Sequence 


59, Appl 




10 


26 


3 


. 2 


691 


14 


US -10-074 -246-62 


Sequence 


62, Appl 




11 


26 


3 


. 2 


698 


14 


US -10-074 -246-63 


Sequence 


63, Appl 




12 


26 


3 


. 2 


707 


14 


US -10-074 -246-68 


Sequence 


68, Appl 




13 


26 


3 


. 2 


881 


14 


TJS-1 O-074-946-R8 


Sequence 


58, Appl 




14 


24 


3 


. 0 


24 


14 


IJS-10-074-946-48 


Sequence 


48, Appl 




15 


24 


3 


. 0 


685 


14 


IJS-1 0-074-946-70 


Sequence 


70, Appl 




16 


24 


3 


. 0 


686 


14 


TTQ-1 0-074-946-69 


Sequence 


69, Appl 




17 


22 


2 


. 7 


22 


9 


US- 09 -8 1 7-014-79 


Sequence 72, Appl 




18 


22 


2 


. 7 


22 


14 


T TO _ -I 0-074 -94 6-9R 


Sequence 


25, Appl 




19 


22 


2 


. 7 


22 


16 


US- 10 -OS 6 -99 9-79 


Sequence 


72, Appl 




20 


22 


2 


. 7 


219 


14 


TTQ-1 0-074-946-77 


Sequence 


73, Appl 


c 


21 


20 


2 


. 5 


20 


14 


US -10-074-246-1 


Sequence 


1, Appli 




22 


20 


2 


. 5 


816 


17 


I IS - 1 0-769-497-7R898 


Sequence 


35898, A 




23 


20 


2 


. 5 


1491 


18 

X O 


T TQ _ n 0 - 4 9 R - 1 14-99979 


Sequence 


22932, A 




24 


20 


2 


. 5 


1491 


20 


US -10-42S-11S-76R1 9 


Sequence 


76519, A 




25 


19 


2 


. 4 


19 


14 


US -10- 074 -246-^9 


Sequence 


52, Appl 




26 


19 


2 


. 4 


116 


14 


US- 10- 074 -246-74 


Sequence 


74, Appl 


c 


27 


19 


2 . 


. 4 


334 


20 


US-1 0-49R-1 1 S -97 77 7 


Sequence 


23733, A 




28 


19 


2 , 


. 4 


705 


20 


US-10-425-11S-76S18 


Sequence 


76518, A 




29 


19 


2 


. 4 


717 


9 


US -09-986-621-7 


Sequence 1, Appli 




30 


19 


2 . 


. 4 


717 


10 


US -09-986-625-7 


Sequence 


7, Appli 




31 


19 


2 , 


, 4 


717 


16 


US -10-292-951-7 


Sequence 


7, Appli 




32 


19 


2 . 


, 4 


717 


17 


US-1 0-789-844-7 


Sequence 


7, Appli 




33 


19 


2 . 


, 4 


765 


9 


US-09-986-691 -91 


Sequence 21, Appl 




34 


19 


2 . 


. 4 


765 


10 


■ US-09-986-fi9S-91 


Sequence 


21, Appl 




35 


19 


2 . 


, 4 


765 


16 


TTS-1 0-999 - 9R1 - 91 

VJC? XV /Li ZJ J7 _J X ZiX 


Sequence 


21, Appl 




36 


19 


2 . 


, 4 


765 


17 


TTQ-1 0-789-844-91 


Sequence 


21, Appl 




37 


19 


2 . 


. 4 


886 


20 


US -10-425-115- 94 29 


Sequence 


9429, Ap 




38 


19 


2 . 


,4 


1456 


16 


US-10-292-951-37 


Sequence 


37, Appl 




39 


19 


2 . 


.4 


1456 


17 


US-10-382-844-37 


Sequence 


37, Appl 


c 


40 


19 


2 . 


.4 


1456 


19 


US-10-437-963-82805 


Sequence 


82805, A 


c 


41 


19 


2 . 


.4 


1478 


20 


US- 10 -363 -34 5A- 167 13 


Sequence 


16713, A 




42 


19 


2 . 


. 4 


1478 


20 


US- 10 -363 -34 5A- 167 14 


Sequence 


16714, A 


c 


43 


19 


2 . 


4 


1478 


21 


US-10-363-483A-16713 


Sequence 


16713, A 




44 


19 


2 . 


,4 


1478 


21 


US-1 0-363 -483A- 16714 


Sequence 


16714, A 




45 


19 


2 . 


4 


1488 


9 


US-09-986-621-8 


Sequence 8, Appli 



Search completed: July 12, 2005, 21:34:28 
Job time : 644 sees 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 
Word size 



July 12, 2005, 18:22:18 ; Search time 3388 Seconds 

(without alignments) 
9010.491 Million cell updates/sec 

US-10-074-246-65 ■ 
802 

1 tcatagcaggcctcctcttg tggctgcgtacttcgccagc 802 

0LIG0_NUC 

Gapop 60.0 , Gapext 60.0 
34239544 seqs, 19032134700 residues 
19 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 



163 



Database 



EST:* 

gb 
gb 
gb 
gb 
gb_ 
gb 
gb 
gb 
gb 



estl : * 
est2 : * 
htC:* 

est3 : * 

est4 : * 

est5:* 
est6 : * 
gssl : * 
gss2 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



Query 





NO. 


Score 


Match 


Length 


DB 


ID 


Description 


c 


1 


20 


2.5 


339 


5 


BP087522 


BP087522 BP087522 


c 


2 


20 


2.5 


439 


6 


CD036612 


CD036612 mgsuOlOxL 




3 


20 


2.5 


642 


5 


BP125333 


BP125333 BP125333 




4 


20 


2.5 


693 


8 


BZ654250 


BZ654250 OGANC18TC 


c 


5 


20 


2.5 


709 


9 


CG101385 


CG101385 PUIDS38TD 


c 


6 


20 


2.5 


788 


9 


CG368128 


CG368128 OGYBX73TH 





n 

I 


A A 

20 


a 

Z . 


[- 
b 


/ y u 


y 


1 U 1 3 o 3 


OO T. AT O "> 

CG101383 


PUIDS38TB 


c 


Q 

o 


Z 0 


Z . 


cr 
D 


/ y 4 


4 


DM/l T cr 1 c cr 
£5^14 1 D 1 DO 


DM/1 T C 1 £ C 

JdM4 iblbb 


Ammo ^7 m 




Q 

y 


A A 
Z 0 


A 

Z , 


cr 


OAT 

o U / 


Q 

o 


CCi d A cr. *5 >i 


ppo n r- a a 
LLjb0bz4 


AT TLJTJO A ATTN 

PUHrio4 y i U 


c 


i a 


A A 

z u 


a 

z . 


cr 
D 


Q 1 1 

oil 


Q 
O 


Q*7^/l AT ^ T 

dZid4 U 14 j 


BZ64 0143 


OO 7\ r\\r ~1 tl TP 

UGAUY76 i L 




X 1 


a a 
z 0 


a 

z . 


cr 
D 


Q O A 
O Z U 


Q 

y 


/ I / bio 


OO T T /T T O 

LL717618 


OOOTV Ty C T T'O 

OGOAK51TH 


c 


1 o 
1Z 


a n 
z o 


Z . 


D 


oJD 


z 


DEjD4 1 DO D 


d c 1 ^ /i t cr/rcr 
Bhb4 1565 


O^- A A VA 

Cri2 3 K0 


c 




a a 
Z U 


A 

z . 


cr 
D 


OJD 


Q 

y 


cr. cr 1 c A 


oo o cr cr t cr a 

LG3 55150 


OO A O T T O «"n\ T 

(JGOFI 18T V 




1 A 
14 


a n 
Z U 


z . 


c 
D 


Q A 1 

04 1 


Q 

y 


L.o 1 Z o o Z 4 


OO T AOOA/i 

LXj 128824 


AT TTT" COOT M ' O 

PUFSB83TB 




1 CT 


A A 

2 0 


A 

2 . 


rr 
, D 


o4 j 


y 


Op OCAOC1 

Lb3 5 0861 


OO 1CAO/"1 

CG350861 


0GXF04 5TH 


c 


T /T 

Id 


a a 
2 0 


2 . 


c 

. D 


obo 


y 


LG334Z80 


OO >l A O ^ 

CG334280 


OG0FN56TH 




T "7 
1 / 


A A 

20 


2 . 


c 


o c o 

oby 


y 


CGz 97677 


OO A A ^ ^ ^ 

CG2 97677 


OG3DH69TH 


c 


T o 

18 


A A 
2 0 


-> 

2 . 


c 

. 0 


q a c 

ODD 


y 


Lb3 10 598 


OO T T AC AO 

CG3 10598 


OGWGW48TH 




i y 


A A 

z 0 


a 

z . 


. b 


Q D 1 

oo 1 


y 


oo oi a a cr 
LCj3 1060b 


oo n a /T A e: 

CG310605 


OGWGW48TV 




a a 
20 


A A 

zu 


z . 


r- 

. D 


o o n 
oo 1 


y 


CG368 14 2 


OO O /" A 1 A 

CG368142 


OGYBX73TV 


c 


A T 

Z 1 


A A 

2 0 


2 . 


rr 

. 5 


884 


3 


OOT 1 T /T O O 

CC717628 


OO^ "1 "~t f A rt 

CC717628 


0G0AK51TV 




"> A 

zz 


A A 
2 0 


z . 


r- 

. b 


yz j 


y 


OO O 1 /I A A A 

Lb334290 


OO A 1 /I AAA 

CG334 2 90 


OG0FN56TV 




A 1 
23 


A A 

z U 


a 

z . 


r- 

. b 


Q T r- 

y z b 


y 


OO Of T/1 

Lb363 674 


OO T P T PI yl 

CG363674 


y^O "I OT™» /1 i - mt 7 

0G1CR4 5TV 


c 


A /I 


A A 

z 0 


a 

Z . 


. b 


y j j 


Q 

y 


LLj4 bbl y / 


OO >1 CT tZ T A "~7 

LG4 56197 


ATTT TVTTPH 

PUIJX7 7TD 




A cr 

2b 


A A 

2 0 


a 

z . 


, b 


lOzb 


y 


OO A C d ~\ C "> 

C04 56153 


oo /i rr /" t it i 

CG4 56153 


PUIJX77TB 


c 


A /T 

26 


A A 

20 


A 

2 . 


. b 


14o / 


z 


BF698864 


BF698864 


602126433 




O *7 
2 / 


A A 
ZU 


2 , 


. b 


1513 


y 


7VOT [TOT /I Pi 

AG 15214 9 


AG152 149 


Pan trogl 


c 


A O 

28 


T A 

19 


2 


. 4 


139 


8 


CC380210 


CC380210 


PUHGX06TD 


c 


zy 


ly 


a 
2 


, 4 


14o 


y 


OT T AT j1 1 o 

CL3 03432 


OT T A 1 yl ^ A 

CL303432 


m A r 1 0 Oi rt 0 

M051C08 G 


c 


JO 


1 A 

l 9 


a 

2 , 


. 4 


1 A Q 

3 oy 


b 


BW5758 50 


t-vt.7 r n r A r A 

BW575850 


BW575850 




1 T 

3 1 


l 9 


2 , 


, 4 


1 1 o 

33z 


1 


AV9 03172 


AV903 172 


AV903172 




oz 


T Q 

iy 


a 
Z . 




i o cr 
J j j 


4 


oiyi84 8 61z 


BM848612 


T r t — 1 /^i rT~i rs -\ r\ f\ 

K-EST0128 


c 


J j 


i y 


a 

Z . 


, 4 


j4j 


c 

0 


oo /T cr cr a cr o 

LB65 5 053 


CB655053 


OSJNEC08B 




'J A 
j4 


i y 


a 

z 


A 

. 4 


Q cr a 
JDD 


1 


aazo oy /o 


AAZ8 0 97 8 


zs97t03 . r 


c 


1 cr 


T Q 

i y 


a 
Z 


, 4 


Tin 

3 /z 


1 


ADAAQ1 TPk 

ABO 0 9 13 0 


7\ T~) A A A 1 TA 

AB009130 


TV T~» A A A 1 /\ 

AB009130 




~> a 

-3D 


i y 


a 
2 


. 4 


A C\ A 

4 U4 


r- 

b 


BY032 959 


BY032959 


BY032959 




3 / 


ly 


a 
2 


. 4 


/I o o 

433 


5 


t->t,7 r A AT O /T 

BW509786 


BW509786 


BW509786 




a o 

JO 


T Q 

l 9 


A 

2 


. 4 


r 1 1 

511 


z 


BE30264 9 


BE30264 9 


ba73f 02 . y 




O A 

39 


ly 


2 


. 4 


C O A 

520 


1 


AV8 64 667 


TV T TA >| /«^y^^ 

AV864667 


AV864 667 




40 


19 


2 . 


.4 


523 


9 


CG617736 


CG617736 


OST311668 




41 


19 


2 


.4 


531 


9 


CG653478 


CG653478 


OST418882 




42 


19 


2 


. 4 


544 


9 


CG662435 


CG662435 


OST445990 




43 


19 


2 


. 4 


560 


9 


CG645739 


CG64 5739 


OST390727 




44 


19 


2 


.4 


580 


5 


BP302387 


BP302387 


BP302387 




45 


19 


2 


,4 


583 


5 


BP235848 


BP235848 


BP235848 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic 



Run on: 



nucleic search, using sw model 
July 12, 2005, 07:50:25 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched : 



Search time 5482.32 Seconds 
(without alignments) 
7088.436 Million cell updates/sec 



US-10-074-246-65 
802 

1 tcatagcaggcctcctcttg tggctgcgtacttcgccagc 8 02 

I DENT I TY_NUC 

Gapop 10.0 , Gapext 1 . 0 



4708233 seqs, 24227607955 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



9416466 



Database 



GenEmbl : 



1 




gb_ba : * 


2 




gb_htg : * 


3 




gb_in : * 


4 




gb_om : * 


5 




gb_ov : * 


6 




gb_pat : * 


7 




gb_ph : * 


8 




gb_pl : * 


9 




gb_pr : * 


10: 


gb_ro : * 


11: 


gb_sts : * 


12: 


gb_sy : * 


13: 


gb_un : * 


14 : 


gb_vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 



1 802 100.0 802 6 AX513136 

2 802 100.0 327650 1 BX248337 

3 802 100.0 349306 1 BX842575 



AX513136 Sequence 
BX248337 Mycobacte 
BX842575 Mycobacte 



4 


ft m 

O \J X . 


cz 

D 


i on 


. u 


i i onoo 


i 

X 


MJiUUUDXb ±\J 


Continuation (11 o 




696 

O Z U . 


4 


7ft 


1 

• X 


£9 ft 
OZ O 


c 

D 


a vc t 9 1 97 
HAD Ijlj / 


AX513137 


Sequence 


6 


44 9. 


2 


S6 


o 


O X X 


D 


nni 7 i c ft ft 


BD171688 


Identif ic 


7 


4 4 7 


cz 

D 


JJ 


Q 
. O 


oil 


D 


nm "7 1 ^ q q 
t3Ui / x oo y 


BD171689 


Identif ic 


o 
o 


4 1 £ 


C 
D 


1 

D 1 


q 
• y 


7 17 
/ XZ 


C 
D 


AYc;i7i7c 
AajIj IJj 


AX513135 


Sequence 


Q 


408. 


6 


en 

JU 


q 


7ft c: 


D 


A Y c 1 71 77 
AADIJ X J Z 


AX513132 


Sequence 


i n 

x u 


407. 


6 


RO 


o 
. o 


ft Q 1 
O O X 


D 


AYC1 71 7q 
AAD X J x z y 


AX513129 


Sequence 


X X 


407. 


6 


RO 


o 
. o 


1 ft 9 9 

-L O J Z 


J. 


MD9 A Wih 
1 V J it J 4 xVU-H. 


X68102 Mycobacteri 


1 9 
X z 


407. 


6 


RO 

7 U . 


o 

. o 


1 ft 9 q 
x cs J y 


D 


A 7 Q A Q T 
HZ O U O / 


A28087 M.paratuber 




407. 


6 


CA 

DU 


Q 


9 9 n o 

Jz U U 


1 
1 
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GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



July 12, 2005, 07:50:25 ; Search time 960.512 Seconds 

(without alignments) 
4942.816 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-074-246-65 
802 

1 tcatagcaggcctcctcttg tggctgcgtacttcgccagc 802 



Scoring table: 



I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



4390206 seqs, 2959870667 residues 



Total number of hits satisfying chosen parameters: 



8780412 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -process ing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : N_Geneseq_16Dec04 : * 

1 : geneseqnl980s : * 
2 : geneseqnl990s : * 
3 : geneseqn2000s : * 
4 : geneseqn2001as : * 
5: geneseqn2001bs : * 
6 : geneseqn2002as : * 
7 : geneseqn2002bs : * 
8 : geneseqn2003as : * 
9 : geneseqn2003bs : * 
10: geneseqn2003cs : * 
11 : geneseqn2003ds : * 
12 : geneseqn2004as : * 
13 : geneseqn2004bs : * 



Pred. No. is the number of results predicted by chance to have a 
• score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



July 12, 2005, 10:18:20 ; Search time 283.234 Seconds 

(without alignments) 
4633.247 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-074-246-65 
802 

1 tcatagcaggcctcctcttg tggctgcgtacttcgccagc 802 



Scoring table: 



I DENT I T Y__NUC 

Gapop 10.0 , Gapext 1.0 



Searched: .1202784 seqs, 818138359 residues 

Total number of hits satisfying chosen parameters: 2405568 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : Issued_Patents_NA : * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB. seq: * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB . seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB . seq : * • 

4 : /cgn2_6/ptodata/l/ina/6B_COMB. seq: * 

5 : /cgn2_6/ptodata/l/ina/PCTUS_COMB . seq : * 

6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed; 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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5 


.2 


1695 


4 


US-09 


c 


45 


42 


5, 


.2 


9993 


4 


US-09 



O 3 3 


-970A -fi 




6 , App 1 i 


UJl 


-/ *± X D 


Corn i on 0 


6 , Appl i 


QCC 
-7 Zj Zj 


Z>V 1 Q 


C om i on r» 0 


6 , Appl i 


arc; 

D 3 3 


-970A - 1 




1 , App 1 i 


D ZJ ± 


J7 1 J. J. 


C i on r* 0 
OcrmXtrllL-c 


1 , App 1 i 


y Zj Zj 


ZJZJ 1 X 


Com lonpcs 


1 , Appl i 


7fifi 
£t O O 


O J JO 


Com 1 on co 


3 0 , AppX 


7fifi 

£t \J \J 




Com ion co 


7 (Z a -r\T\ 1 

/ b , Appx 


Z 3Z 


- QQ1 A - 1 R779 
y y XiA - X 3 / / Z 




1 R 3 3 3 A 
ID / / Z , A 


9^9 
Z 3Z 


-QQ1 A - 1 «=iftQ0 

y y xm. - x 3 0 y u 


bequence 


1 C Q Q A A 

loo y u , a 


3 R9 
Z DZ 


-QQ1 A-1 RQOI 
Z>ZJ 1H. - x 3 y Z X 


Sequence 


ibyz 1 , A 


9 9 
Z 3Z 


QQ1 a 1RQA7 

- y y ia - x 3 0 u z 


Sequence 


lboUz, A 


Q 09 

y uz 


_ c a A _ £ <r 4 7 
D^tU DDI / 


bequence 


bb4 / , Ap 


Q 09 

y uz 


_CAO_R1 A 
j £ tU _ D14 


Sequence 


CIA A -r-\-r-\ 

3 14 , App 


9 R9 
Z 3 Z 


..QQ1 Zi-71 A3 
- y y - 3 X U 3 


Sequence 


O T A *5 A 
3 1 U 3 , Ap 


9 R9 
Z 3 z 


-QQ1 A -3003 
y Z> 1H - 3 U U 3 


bequence 


3 A A 3 Ar> 
3 U U 3 , Ap 


Z D D 


-3 D 3 4 X 


bequence 


A 1 Arvi^l 
41, Appl 


909 


JiU Z> ^ O -7 




7 7 ft Q An 

3 z 0 y , Ap 


Q 09 
-/ vJZ 


_ c A A _ 1 1 R 3 
-34UXX3Z 


bequence 


11DZ , Ap 


9 R9 
z 3 z 


- QQ1 A _ 
ZJ Zj ih - d b 4 


bequence 


CCA A -r-vr-N 

bb4 , App 


Z 3Z 


Q Q 1 a ci 
- y y x/\- bXb 


bequence 


CI C A V\VN 

bib, App 


Q09 


_ c 4 0-A QRft 


bequence 


A Q C Q A v\ 

4 y 3 0 , Ap 


9 R9 
Z 3 z 


Z) ZJ xr\ - 3 3 X 3 


Sequence 


3313, Ap 


OCT 
Z 3Z 


- y y iPi. - 3bz b 


Sequence 


bbzb, Ap 


9 c;9 

Z 3Z 


QQIZi c c £T 7 

- y y x/\- 33b / 


bequence 


C tZ C ~1 A 

bbo / , Ap 


Q 09 

y uz 


RAO OTQC 
- 34U-Z3c5b 


Sequence 


O O O ^ TV ^~ 

Z 3 0 b , Ap 


902 


-540-1103 


Cpni ion co 


1107 A-n 
x x u 3 , 


902 


-540-1244 


Sequence 


1244, Ap 


125 


-468-1 


Sequence 


1, Appli 


474 


-933-1 


Sequence 


1, Appli 


679 


-279-1 


Sequence 


1, Appli 


902 


-540-8849 


Sequence 


8849, Ap 


902 


-540-942 


Sequence 


942, App 



GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



July 12, 2005, 11:13:07 ; Search time 1166.73 Seconds 

(without alignments) 
4315.680 Million cell updates/sec 



Title: US- 10 -074 -246-65 

Perfect score: 802 

Sequence: 1 tcatagcaggcctcctcttg tggctgcgtacttcgccagc 802 

Scoring table: I DENT I TY_NUC 

Gapop 10.0 , .Gapext 1.0 



Searched: 



6330945 seqs, 3139162390 t residues 



Total number of hits satisfying chosen parameters: 



12661890 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Published_Applic.ations_NA: * 

1 : /cgn2_6/ptodata/2/pubpna/US07_PUBCOMB. seq: * 

2 : /cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB. seq: * 

3 : /cgn2_6/ptodata/2/pubpna/US06_NEW_PUB. seq: * 

4 : /cgn2_6/ptodata/2/pubpna/US06_PUBCOMB. seq: * 

5 : / cgn2_6 /p t oda t a / 2 /pubpna/US 0 7_NEW_PUB . seq : * 

6 : / cgn2_6/pt oda ta/2 /pubpna/ PCTUS_PUBCOMB. seq: * 

7 : /cgn2_6/ptodata/2/pubpna/US08_NEW_PUB. seq: * 

8 : /cgn2_6/ptodata/2/pubpna/US08_PUBCOMB. seq: * 

9 : / cgn2_6/pt oda ta/2 /pubpna/US 09A_PUBCOMB. seq: * 
10: / cgn2_6 /p t oda t a / 2 /pubpna / US 0 9 B_PUBCOMB . s eq : * 
11: / cgn 2_6 /p t oda t a / 2 /pubpna / US 0 9 C_PUBC0MB . s eq : * 
12 : /cgn2_6/ptodata/2/pubpna/US09_NEW_PUB.seq: * 
1 3 : / cgn2_6 /p t oda t a / 2 /pubpna /US 1 0A_PUBCOMB . s eq : * 
14 : /cgn2_6/ptodata/2/pubpna/US10B_PUBCOMB. seq: * 
15 : /cgn2_6/ptodata/2/pubpna/US10C_PUBCOMB . seq: * 
16 : /cgn2_6/ptodata/2/pubpna/US10D_PUBCOMB. seq: * 
17 : /cgn2_6/ptodata/2/pubpna/US10E_PUBCOMB. seq: * 
18 : /cgn2_6/ptodata/2/pubpna/US10F_PUBCOMB. seq: * 
19 : /cgn2_6/ptodata/2/pubpna/US10G_PUBCOMB. seq: * 
20 : /cgn2_6/ptodata/2/pubpna/US10H_PUBCOMB. seq: * 
21: / cgn2_6 /p t oda t a / 2 /pubpna /US 1 0 I_PUBCOMB . seq : * 
22 : /cgn2_6/ptodata/2/pubpna/US10_NEW_PUB.seq: * 
23 : /cgn2_6/ptodata/2/pubpna/USllA_PUBCOMB. seq: * 
24 : /cgn2_6/ptodata/2/pubpna/USll_NEW_PUB.seq: * 
25: / cgn2_6 /p t oda t a / 2 /pubpna / US 6 0_NEW_PUB .seq:* 
26 : /cgn2_6/ptodata/2/pubpna/US60_PUBCOMB. seq: * 

Pred. No. is the number of results predicted by chance to have a 



score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 





No 




Match Length DB 


ID 


Description 




1 

J. 


ft 09 
o uz 


100. 


. 0 


802 


14 


TTQ -10-074 946 6 c: 


Sequence 


65, Appl 




9 


696 4 


78. 


. 1 


628 


14 


TTQ-1 0-074-946-66 


Sequence 


66, Appl 




-5 


4 1 6 £ 
ft X O . O 


51. 


.9 


712 


14 


TTQ-10-07A 9A6 64 
UO XU U / *t-Z'±D-Df± 


Sequence 


64, Appl 




*± 


4 Oft 6 


50. 


9 


785 


14 


TTC-IO-074 9A6 61 


Sequence 


61, Appl 




-> 


4 07 6 


50. 


.8 


881 


14 


US-10-074-246-58 


Sequence 


58, Appl 




D 


7 QA 6 


48. 


.0 


685 


14 


US-10-074-246-70 


Sequence 


70, Appl 




n 
I 


7ft 7 ft 
jOj . o 


47. 


9 


691 


14 


US-10-074-246-62 


Sequence 


62, Appl 




o 
O 


J / D . Z 


46. 


.8 


686 


14 


US-10-074-246-69 


Sequence 


69, Appl 




q 


770 ft 


46. 


.2 


707 


14 


US-10-074-246-68 


Sequence 


68, Appl 




i o 


7 R4 ft 


44 . 


.2 


698 


14 


US-10-074-246-63 


Sequence 


63, Appl 




1 J. 


OC1 A 

jDI . 4 


43 . 


.8 


745 . 


14 


US-10-074-246-60 


Sequence 


60, Appl 




1 9 
X z 


790 9 

J Z V . Z 


39, 


, 9 


642 


14 


US-10-074-246-59 


Sequence 


59, Appl 




1 7 

XJ 


9 7ft 
Z J 0 


29. 


. 7 


729 


14 


US-10-074-246-71 


Sequence 


71, Appl 




X ft 


9 1 £ 4 


27. 


. 0 


• 1058 


15 


US-10-193-002-45 


Sequence 


45, Appl 




J. D 


9 1 £ 4 

Z J. O . 1 


27. 


. 0 


1058 


15 


US-10-084-843-45 


Sequence 


45, Appl 




± D 


Z X O . T± 


27. 


. 0 


1058 


24 


US-11-028-898-45 


Sequence 


45, Appl 




x / 


19 9 6 
XZ Z . O 


15. 


.3 


9025608 


15 US-10-156-761-1 


Sequence 1, Appli 


c 


1 ft 
x o 


19 1 ft 


15. 


.2 


825 


15 


US-10-156-761-7462 


Sequence 


7462, Ap 




x j 


117 9 

JL J. / . Z 


14 . 


.6 


400 


14 


US-10-074-246-67 


Sequence 


67, Appl 




9 o 
z u 


71 £ 
/ X . O 


8. 


.9 


1185 


9 


US-09-894-844-71 


Sequence 71, Appl 


c 


9 1 
Z 1 


71 £ 
/ X . 0 


8. 


. 9 


1185 


17 


US-10-388-902-71 


Sequence 


71, Appl 






71 6 


8. 


. 9 


1185 


18 


US-10-647-089-71 


Sequence 


71, Appl 


C 


9 7 
Z J 


7 1 6 


8. 


. 9 


1188 


17 


US- 10-282 -122A-28727 


Sequence 


28727, A 


C* 

L. 


94 


7 0 4 


8. 


.8 


888 


9 


US-09-955-597-6 


Sequence 6, Appli 


L. 


9R 

Z O 


7 0 4 


8. 


.8 


12523 


9 


US-09-955-597-1 


Sequence 1, Appli 


i~> 
v_ 


9 6 

Z D 


£ 7 9 
O j . z 


7 . 


. 9 


9521 


18 


US-10-168-663-18 


Sequence 


18, Appl 




97 


67 9 


7 . 


. 9 


9521 


18 


US-10-168-663-19 


Sequence 


19, Appl 




9ft 
z o 


61 ft 
01.0 


7. 


. 7 


816 


15 


US-10-156-761-581 


Sequence 


581, App 


r* 
K — 


9Q 

Zt -7 


61 ft 


7. 


.7 


927 


15 


US-10-156-761-3786 


Sequence 


3786, Ap 




7 n 


61 ft 
D X . O 


7. 


.7 


9025608 


15 US-10-156-761-1 


Sequence 1, Appli 


c 


7 1 


C 1 
D X 


7. 


.6 


825 


10 


US-09-953-348-58 


Sequence 


58, Appl 


c 


7 9 
J Z 


b X 


7 . 


.6 


825 


15 


US-10-267-255-58 


Sequence 


58, Appl 






61 


7 . 


.6 


53500 


10 


US-09-953-348-76 


Sequence 


76, Appl 




34 


61 


7 , 


.6 


53500 


15 


US-10-267-255-76 


Sequence 


76, Appl 


c 


35 


57 


7. 


. 1 


927 


15 


US-10-156-761-6872 


Sequence 


6872, Ap 


c 


36 


54 .2 


6. 


.8 


978 


15 


US-10-156-761-2643 


Sequence 


2643, Ap 


c 


37 


50.2 


6. 


.3 


1002 


9 


US-09-815-242-7774 


Sequence 7774, Ap 


c 


38 


47.8 


6. 


.0 


1014 


15 


US-10-156-761-6996 


Sequence 


6996, Ap 


c 


39 


47.8 


6. 


.0 


1287 


15 


US-10-156-761-832 


Sequence 


832, App 


c 


40 


46 


5 . 


. 7 


1149 


10 


US-09-953-348-41 


Sequence 


41, Appl 


c 


41 


46 


5 . 


. 7 


1149 


15 


US-10-267-255-41 


Sequence 


41, Appl 




42 


45.8 


5 , 


. 7 


1371 


17 


US- 10-282 -122A- 15021 


Sequence 


15021, A 




43 


45.6 


5, 


. 7 


1818 


17 


US-10-282-122A-14315 


Sequence 


14315, A 


c 


44 


45.4 


5. 


.7 


1704 


17 


US-10-282-122A-13510 


Sequence 


13510, A 




^4 5 


45.4 


5. 


.7 


1752 


17 


US-10-282-122A-13696 


Sequence 


13696, A 



GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



July 12, 2005, 10:06:45 ; Search time 6338.48 Seconds 

(without alignments) 
4816.222 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 



US-10-074-246-65 
802 

1 tcatagcaggcctcctcttg tggctgcgtacttcgccagc 802 



Scoring table: 



I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



34239544 seqs, 19032134700 residues 



Total number of hits satisfying chosen parameters: 68479088 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : . EST:* 



1 


gb_estl : 




2 


gb_est2 : 


* 


3 


gb_htc : * 




4 


gb_est3 : 


* 


5 


gb_est4 : 


★ 


6 


gb_est5 : 


* 


7 


gb_est6 : 


* 


8 


gb_gssl : 




9 


gb_gss2 : 





Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

o, 
o 

Result Query 

No. Score Match Length DB ID Description 



c 


1 


58 


2 


7 


3 


925 


9 


CNS0091P 


AL053013 


Drosophil 




2 


56 


4 


7 


0 


925 


9 


CNS0091P 


AL053013 


Drosophil 


c 


3 


56 


4 


7 


0 


935 


9 


CNS006XK 


AL066051 


Drosophil 


c 


4 


51 


4 


6 


4 


985 


6 


CA981964 


CA981964 


AGENCOURT 


c 


5 


50 


6 


6 


3 


645 


9 


CNS012I3 


AL101589 


Drosophil 


c 


6 


50 


2 


6 


3 


1028 


8 • 


BZ550423 


BZ550423 


pacsl-60_ 


c 


7 


50 


2 


6 


3 


1399 


8 


B2554759 


BZ554759 


pacsl-60_ 


c 


8 


48 


8 


6 


1 


1101 


9 


CNS017SY 


AL108460 


Drosophil 




9 


47 


8 


6 


0 


645 


9 


CNS012I3 


AL101589 


Drosophil 





X U 


47 


.2 


3 


q 

. y 


1 7^9 
X i 3Z 


q 


pt .Q79 1 £ q 

V_J_iy / Z X D 3 


L.Xjy / Z X D 3 


An T PPPflA 1 

US X r LLUri X 




1 1 


47 


q 


q 


1 77Q 

X O 3 -7 


A 
*± 


Drlrt JOZ11 


RM4 Rft 9 1 1 
Drl*± 3 O Z X X 




p 




46 


.8 


q 
3 


p 


Q79 


q 


pMC0n7 9O 

V^IM j\J\J 1 Z y^/ 


AT.fi££74 9 
M-Xj UOD / 4 Z 


UL UbtjpilX X 




1 7 

x 3 


46 


.6 


q 


p 


1 0.7ft 
1U jo 


7 


PK"9D^Q7 D 

V^lYZ UD jjU 


v^. r\.z u d y 3 u 


t?P ACfll P q A 
r LlAo U X o 3 4 




Xft 


46 


.2 


q 

3 


p 


ft 79 
o 3 z 


q 


api Oft 4 AH 
i-io X U O 4 O U 


Apl PiP/1 CPi 
AVj X U C5 4 D U 


Fan tiogi 




x 3 


46 


q 
3 


7 


1 4fi9 


q 


AH4 4 1 ft 77 
/\Vjfc 4 X O / / 


APA4 1 Q 77 
,H.o4 ft X 0 / / 


ixius muscu 




x D 


4 ^ 
4 3 


0 

. o 


q 

3 • 


7 


ft 09 
o uz 


o 
o 


R7C7 qo Dft 


OZjO / jZUO 


DT TT3Zi T 4 Q Tn 
sr U15i\Xj4 oiU 




17 


fi 3 


o 

. O 


q 


7 


1452 




An079 Q7Q 

rtO V/ J ^ -7 / ;7 


AP079 Q7Q 


fail Liuyi 


L. 


1 ft 


4 3 


A 

. 4 


q 

3 . 


7 


D 3 u 


o 
o 


PP7 719 7^ 


pp"3 Ol 07^ 
VwL.3 3 XZ / D 


ppT IADC ") TU 


v_ 


x y 


4 q 
4 3 


A 
. ft 


•q 
3 . 


7 


71 1 

/XX 


7 


POR9077n 


r i Oq7Pi7'7Pt 


o tr 9 Pi 1 19 
333U 1 ±3 




9 n 

z u 


45 


.4 


q 
3 


7 


79 ^ 
/ Z 3 


D 


Pn4 9 7 7 7 q 


HTiA O 7 7 1 CZ 
L-JJ4 Zo 3 / 3 


cat 9 q rn 
oAl Zo Ul 




X 


45 


.4 


q 
3 


7 


1 79ft 
x 3 z o 


q 


APfl4 7 £ 1 q 
iA^jj \J 4 J O X 3 


ApA/l OC1 C 
ALj U 4 3 D 1 3 


Fan LxOyl 


r~> 
L. 


99 

Z Z 


45 


.2 


q 
3 


. D 


7£7 


p 


anft a 79 9 q 
/\yo4 / z z y 


&r\Q a n o 3 q 
Ayo 4 / zz y 


T MA TDU1 1 




0 7 
Z 3 


45 


.2 


q 
3 


» D 


ft q i 

O 3 X 


D 


pd q n p 7 1 7 
ujby Uoj xz 


PDQ Pi Q O 1 3 


tric084xp 




0 A 
Z 4 


44 


.6 


c: 
3 


zT 
. O 


q 7 o 
y JZ 


q 


c n Pi n o n 
UJN bUU / z y 


AxjUdd /4z 


Drosophil 




Z 3 


44 


.6 


q 
3 


fZ 




q 
3 


ppc 7 7 a P q 

nyti / j 4 o y 


DA/: >l QQ 

t5yb / 34oy 


A C PMPPl TD T 1 




9 £ 
Z D 


44 


.4 


3 


cz 


X UZ X 


p 


t>4«33 y j y 3 


D7CCQO QC 

DZibbyj y 3 


pacs2 - 164 




97 


44 


.4 


q 
3 


q 

. 3 


1 D4 R 


p 
o 


R7q^4 q fi4 

£3Zj3Dfi3Uft 


DZi3D4 3 U4 


pacsz - ± d4 


c 


9 ft 
Z O 


44 


.4 


3 


. 3 


i i l q 
111? 


Q 

o 


DZi3bUD44 


dZdd U544 


paCSz - 154 




9 Q 
Z y 


44 


. 4 


q 

3 , 


q 
. 3 


1 DID 


ft 


op p a q q p a 
ovjo u y y o4 


DP Q n Q Q Q A 

dLjo u y y o4 


myCLUUzxa 




7 n 


44 


.2 


q 
3 


q 
. 3 


7 7 C 


q 

y 


pp 91 Q1 Q7 
ULiZ lolO / 


PP 1 3 1 Q 1 Q7 

Wjz lolo / 


UUYAF34 1 V 




7 1 

3 X 


44 


.2 


q 

3 . 


q 
. 3 


Q7 q 


q 
y 




AT C\ £Z. f\ 1 

AxjUdd U3 1 


Ux osopnix 


/"I 
L. 


79 

3 Z 


44 


q 
3 


q 
. 3 


qi 7 


p 
o 


D7Q q (z o q o 
£3^0 y d j y 3 


nZio y do y 3 


NT -1 D D Q AT/1 

JMaKFy U14 




■J -J 


44 


q 
3 


q 
. 3 


i qQft 


q 

y 


App*7 n R7 q 


AvjUJUb /y 


Pan trogl 




74 


43 


.8 


q 
3 


q 

. 3 


qq7 

j j j 


9 
z 


m?977c;77 

i3r Z / / 3 / Z 


or Z / / 3 /z 


P*A TTVxAAO 

CjA bDUUJ 


C 


3 3 


43 


.8 




. 3 




Q 

o 


OZJ3D4 / y 3 


D7 [T £ /I TOO 


pacsz - 164 




J D 


43 


.6 


q 
3 


A 
. 4 


7 17 
jl / 


ft 


DX4X / IjD 


ril41 / l3D 


y4 y 0b3r 04 




77 


43 


. 6 


q 
3 


/I 

. ft 


717 
Jl / 


ft 


T3T^741 £P 
DXD / 4XDO 


Di D /4 lOO 


y4 y Ubjr U4 




7 p 


43 


.6 


c 

3 . 


/I 

. 4 


tLA Q 

34 y 


4 


Bl 33003U 


BI J 58 83 0 


94 y 04 1E06 




39 


43 


.6 


5. 


.4 


606 


4 


BI595873 


BI595873 


949073A06 




40 


43 


. 4 


5 . 


.4 


430 


6 


CB644339 


CB644339 


OSJNEbOSI 


c 


41 


43 


. 4 


t 5. 


.4 


618 


7 


CF303450 


CF303450 


ABF1--02- 




42 


43 


.4 


' 5. 


.4 


676 


6 


CB649863 


CB64 9863 


0SJNEbl4A 




43 


43 


.4 


5 . 


.4 


692 


6 


CB654140 


CB654140 


OS JNEcOSN 




44 


43 


.4 


5. 


.4 


697 


6 


CB656121 


CB656121 


OSJNEclOB 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 " Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



July 12, 2005, 07:50:25 ; Search time 4832.92 Seconds 

(without alignments) 
7088.436 Million cell updates/sec 

US-10-074-246-68 
707 

1 tcgtagctggcttcctcgtc aaaaggcagtggaagcaaca 707 

I DENT I TY__NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 4708233 seqs, 24227607955 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



9416466 



Database : 



GenEmbl : * 



1 




gb__ba : * 


2 




gb_htg : * 


3 




gb_in: * 


4 




gb_om : * 


5 




gb_ov : * 


6 




gb_pat : * 


7 




gb_ph : * 


8 




gb_pl : * 


9 




gb_pr : * 


10: 


gb_ro : * 


11: 


gb_sts : * 


12: 


gb_sy : * 


13: 


gb un : * 


14 : 


gb_vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB ID 



Description 



1 
2 
3 



707 100.0 
707 100.0 
707 100.0 



707 
1832 
1839 



6 AX513139 
1 MP34KDA 
6 A28087 



AX513139 Sequence 
X68102 Mycobacteri 
A28087 M.paratuber 



4 


9 n*7 


inn 


a 

. V 


9 9 nn 
jZ uu 


X 


a o / i i ^ n 7 
/\r 4 x x b u / 


Ar 4 X XbU / 


i v iycoDac zs 


c 
D 


/ u / 


inn 
X U U 


A 

. u 


7 c\ Q Q cr [r 

jU joDD 


X 


At?ni 777n 
AbUX /z j U 


ACAT *7O0A 

AhOX /zJU 


Mycobacte 


c. 
D 




Q Q 
ZJ zf 


Q 
. O 


ft ft 1 


b 


AVCI 71 7Q 
HAj X J xz y 


AVCI 71 9Q 

AAD X j xz y 


sequence 


7 




Q Q 

y y . 


Q 


1 Q 9 Q 

x o j y 


b 


7\D7nQ771 

akz u y / / X 


AOOAQT71 

AKz Uy fix 


Sequence 


Q 
O 


COG 
DZ y 


74 
/ 4 . 


Q 


6 Qn 
b y u 


b 


dUI / X bo D 


nni Ti /TQC 

bUX / X bo j 


Ident if ic 


q 
y 


C.77 4 
DZ / . 4 


/4 , 


. b 


6 q n 
b y u 


b 


dUL 1 X bo4 


nni ti r n /i 
BUI / lbo4 


Ident i f ic 


i n 
X u 


4 96 6 
4 Zb . b 


6n 
b U . 


7 

. j 


b y x 


b 


avci 7T 77 
AAj X j X J j 


AX513133 


Sequence 


1 1 
X J. 


4 99 
*± z z 


CO 

D y . 


7 


4 4ft 
4 4 O 


b 


17171 7 17m 
DJJX / X / U X 


BD171701 


Identif ic 


1 9 


4 11 ft 
r± X X . o 


^ft 

JO . 


. Z 


6 Qft 

b y o 


b 


avci 71 7/1 
AAj X j X j 4 


AX513134 


Sequence 


1 9 


7ft 7 ft 
Jo j . O 


R4 

D4 . 


7 

. J 


DO D 


(Z 

b 


AVCI 71 4 1 
AAj X j X4 X 


AX513141 


Sequence 


1 4 

X *± 


J / D 


R9 


. Z 


6ft 6 

bob 


b 


AVCI 71 A(\ 

AAj X j X 4 U 


AX513140 


Sequence 


X J 


77D ft 


^.9 

DZ . 


. r± 


ft 09 
o uz 


(Z 


avci 71 7£ 
AAj X j X j b 


AX513136 


Sequence 


1 6 

X o 


970 ft 


^,9 

J^i . 


4 


i i noon 


1 

X 


APnnnm 6 in 


Continuation (11 o 


1 7 

X / 


970 ft 
j / u . o 


^9 

D Z , 


. *± 


9976RH 
j Z / D D U 


1 

X 


RY9 4 ft 9 9 7 
DAZ *± o j j / 


BX248337 


Mycobacte 




7 7 n q 
J / U . o 


c 7 
DZ . 


A 

. 4 


7>i Q o A C 

j4 yjub 


X 


fcJA04ZD / D 


BX842575 


Mycobacte 


1 Q 

x y 


j d y . z 


C O 

DZ . 


o 
, z 


£ O Q 
DZO 


b 


AVCT "3"7 


AX513137 


Sequence . 


o n 
z u 


9 c a £ 


A Q 

4 y . 


. b 


/OD 


b 


AVCI ")1 OO 

AAj X J X JZ 


AX513132 


Sequence 


z X 


944 9 


4 ft 
4 O 


7 

. / 


7 19 
/ XZ 


(Z 

b 


AVCI 71 7C 
AAD X j X j D 


AX513135 


Sequence 


7 o 
z z 


oon 7 
Jj U . z 


4 b . 


. / 


b4z 


b 


AVCI "5 1 OA 

AAD 1 J 13 0 


AX513130 


Sequence 


0 7 
z J 


Tin £ 

o iz . o 


A A 
4 4 , 


. Z 


/ 4 D 


b 


A V C 1 O T o n 
AAj X j X j X 


AX513131 


Sequence 


7 /I 

z 4 


o o o o 
zo J . o 


/i a 
4 0 . 


. 1 


T 1 A A A A 
110000 


1 


AP006618 27 


Continuation (28 o 


7 c 
Z D 


zb d 


o n 

j 1 . 


. D 


1 Z4 


b 


nr\1 /TO/T 

bUX /XboD 


BD171686 


Identif ic 


9 6 
Z b 


ZD / . O 


o a 
j b . 


. D 


/ J X 


(Z 

b 


BUX / X bo / 


BD171687 


Identif ic 


9 7 
Z / 


O/l 1 Q 

z4 X . o 


0 A 

J4 . 


7 
. Z 


-3 -7 -3 A /l 

j /j04 


X 


JYlbLijJ / J 


AL035500 


Mycobacte 


Z O 


z4 X . o 


0 A 

j4 . 


. z 


O /I /I A C A 

J 4 4 OD 0 


X 


IVlXjbrKlNX 


AL583917 


Mycobacte 


Z y 


9 9 6 j! 
Z J b . 4 


9 9 


A 
. 4 


/z y 


(Z 

b 


AVCT /lO 

AAj X j X 4 Z 


AX513142 


Sequence 


9 n 


9 9 Q Q 

z z y . O 


9 9 

JZ . 


. D 


bbo 


b 


nni Tl /TAT 

dUI / Xby X 


BD171691 


Identif ic 


9 1 

J X 


9 9 9 
Z Z Z 


9 1 
J 1 


A 

. 4 


c £: q 
bby 


b 


bux / xby o 


BD171690 


Identif ic 


9 9 
J Z 


Z X D . 4 


7 n 
j U 


. D 


7 T -7 
Z X / 


b 


bUX /X /Uz 


BD171702 


Identif ic 


1 9 


oil a 
Z 1 1 . b 


7 Q 

z y , 


. y 


b X X 


b 


bUX /Xboo 


BD171688 


Identif ic 


7 /l 
J 4 


z XU 


z y . 


-7 

. / 


/TIT 

611 


6 


BD17 168 9 


BD171689 


Identif ic 


9 C 
J D 


1 Q'7 7 

xo / . z 


7 c 
z b . 


. D 


C d A 

d y 4 


r 
D 


bux / xbyj 


BD171693 


Identif ic 


96 
J D 


1 ft9 4 

X O ^ . r± 


9 R 

Z D 


Q 

. O 


P 9 9 
D jj 


b 


dUI / X by D 


BD171695 


Identif ic 


'J 7 
J f 


1 77 £ 


7 /I 

z 4 . 


. b 


c o c 
bz D 


b 


bux /xbyz 


BD171692 


Ident if ic 


9 ft 
J O 


1 6ft 9 

X O 0 . Z 


9 9 
Z J . 


Q 


D D X 


b 


bux / x by 4 


BD171694 


Identif ic 


39 


164 . 2 


23 . 


. 2 


369 


5 


RD1 71 70D 


BD171700 


Identif ic 


40 


147 .4 


20, 


,8 


343 


6 


BD171697 


BD171697 


Identif ic 


41 


144 . 8 


20, 


. 5 


323 


6 


BD171699 


BD171699 


Identif ic 


42 


144 .8 


20. 


. 5 


37586 


6 


AX191745 


AX191745 


Sequence 


43 


144 .8 


20. 


. 5 


110000 


1 


AE000516_24 


Continuation (25 o 


44 


144 .8 


20. 


.5 


306050 


1 


BX248341 


BX248341 


Mycobacte 


45 


144 .8 


20. 


, 5 


346186 


1 


BX842578 


BX842578 


Mycobacte 



GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 

Run on: July 12, 2005, 07:50:25 ; Search time 846.735 Seconds 

(without alignments) 
4942.816 Million cell updates/sec 

Title: US-10-074-246-68 
Perfect score: 707 

Sequence: 1 tcgtagctggcttcctcgtc aaaaggcagtggaagcaaca 707 



Scoring table: IDENTITYJtfUC 

Gapop 10.0 , Gapext 1.0 

Searched: 4390206 seqs, 2959870667 residues 

Total number of hits satisfying chosen parameters': 8780412 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database 



N_Geneseq_16Dec04 : • 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 



geneseqnl980s : * 
geneseqnl990s : * 
geneseqn2000s : * 
geneseqn2001as : 
geheseqn2001bs : 
geneseqn2002as : 
geneseqn2002bs : 
geneseqn2003as : 
geneseqn2003bs : 
geneseqn2003cs : * 
geneseqn2003ds : * 
geneseqn2004as : * 
geneseqn2004bs : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result Query 

No. Score Match Length DB 



ID 



Description 



1 


707 


100 


0 


2 


707 


100 


0 


3 


707 


100 


0 


4 


705.4 


99 


8 


5 


705.4 


99 


8 



707 6 ABS70087 

727 8 ABX10123 

1839 2 AAQ29147 

707 8 ABX10114 

727 8 ABX10122 



Abs70087 Mycobacte 
Abxl0123 M. paratu 
Aaq2914 7 DNA encod 
Abxl0114 M. paratu 
Abxl0122 M. avium 



a 

U 


705 


.4 


-7 -/ 


P 

. o 


ftft 1 

O O X 


o 


ADC7 0077 

rikOD l \J\J 1 i 


AUb / U U / / 


jyiy coDa cue 


7 


702 


.2 


QQ 

y y 


o 

. D 


ft ft 1 

O O X 


Q 
O 


a ov 1 n 1 1 7 


AJjX lUllj 


M. avium 


P 
o 


433 


• 4 


61 

VJ -L 


7 
. — > 


761 

/ D X 


Q 
O 


ADY 10194 
ADA X V X Z ft 


Ahvl 0194 
AJJX X U X Z fi 




Q 
y 


430 


.2 


60 

D U 


o 
. o 


74 1 
/ ft X 


O 
0 


&RY 1 0 1 0 R 
ndAI U X U D 


ak v 1 n i n r 

AIJX X U 1 U D 


M. intirac 


1 0 
X u 


426 


.6 


D U 


-> 

. J 


6 Q 1 

D J> X 


(1 
b 


ADC7H Oft 1 
Ado /UUol 


ADS /UUol 


Mycobacte 


X J. 


415 


Rft 
DO 


7 


76ft 
'DO 


o 


AdA 1 U x Z d 


aUvI fti Or 
ADX1U lz D 


M. simae 


1 0 
j- jo 


411 


.8 


Rft 

D o 


2 


6Qft 
d y o 


o 


B.P.Q70 Oft 9 
r\LD o / U U O Z 


aKo *7 n n p 9 
AjjS / U Uo z 


Mycobacte 


-L ~> 


411 


.8 


Rft 


9 


74 ft 
/ ft O 


o 
o 


a dv i n 1 OP 
rtflAl U X U 0 


aKv1 n i n d 
ADX 1 U 1 U o 


M. simae 


1 4 

X ft 


391 


.8 


cc 
DD 


A 


7 OR 
/ UD 


Q 

o 


AdAI U lz y 


AJDX 1 0 1 z y 


M. ulcera 


1 R 
1 D 


383 


.8 


Dft 


O 
. J 


DO D 


b 


Abb /UUo y 


ADS/008 9 


Mycobacte 


X D 


383 


.8 


R4 
d 1 


7 


6ft R 
O 0 D 


Q 
O 


any i ni i c 

AdAI U X X b 


ADX 1 U 1 1 b 


M. ulcera 


1 7 
X / 


380 


.8 


R 7 

jj 


Q 
. y 


7 n c 
/ U b 


Q 
O 


A D Y 1 HI O Q 

Ad Ax U lz o 


ADX 1 U 1 Z o 


M. marinu 


i a 

X o 


376 


R7 
D J 


9 
. z 


6 ft 6 
o o o 


b 


ADC7 r» n p q 
Ado / U Uo O 


Abs70088 


Mycobacte 


1 Q 

X _7 


376 


c o 

JJ 


9 
. z 


£" Q /T 

boo 


Q 

o 


A DY 1 f\1 1 C 

AdA lUil j 


AbxlOllS 


M. marinu 




d /U 


Q 
. O 


R7 

DZ 


4 


64 ft 
O f± O 


Q 
O 


ADAX U XZ b 


Abxl0126 


M . tuberc 


Z X 


D / U 


Q 
. O 


DZ 


. ft 


a a q 
bft o 


Q 
O 


A DV 1 A 1 O ""7 

AdAxUIz / 


Abxl0127 


M. bovis 


79 


J /u 


o 
. o 


R9 
DZ 




ft 09 

o uz 


b 


adc7 nop j4 
Ado / UUo ft 


Abs70084 


Mycobacte 


9 7 
z j 


370 


.8 


CO 
DZ 


. ft 


ft 09 
0 uz 


Q 
O 


a rjv i ni 1 n 
AdAI U 111) 


AbxlOllO 


M . tuberc 


94 


370 


.8 


R9 
DZ 


A 
. *± 


1 10 0 0 0 


A 


AATQQ£P9 in 

AAiyyboz lu 


Continuation (11 o 


9 R 
Z D 


370 


.8 


R7 

DZ 


. f± 


1 1 oooo 
X 1UUUU 


/i 
ft 


AAiyyboD xu 


Continuation (11 o 


9fi 
Z D 


369 


.2 


CO 

DZ 


. z 


69fl 
o z o 


b 


At5o / UUo j 


. Abs70085 


Mycobacte 


97 
z / 


369 


.2 


DZ 


9 
. Z 


bzo 


Q 
O 


AdA 1 U 1 1 1 


AbxlOlll 


M. bovis 


9ft 


352 


.2 


4 Q 
f± y 


o 

. o 


R70 
D / U 


Q 
O 


ADY 1 O 1 7 7 
ADA X U X O O 


Abxl0133 


M. szulga 


9 Q 
Z 2 


•350 


.6 


A Q 

ft y 


(Z 


OD X 


Q 
O 


A D Y 1 rt1 11 

AdAI U lo 1 


Abxl0131 


M. kansas 


7 n 

J u 


350 


.6 


A Q 

f± y 


. O 


/OD 


cz 
b 


Ado / UUo U 


Abs70080 


Mycobacte 


7 i 

•J X 


350 


. 6 


4 Q 
*± y 


(Z 


7ft R 
/ O D 


p 
o 


ADY 1 0 1 OA 
AdAX U X Uft 


Abxl0104 


M . gordon 


7 9 
D z 


344 


,2 


A ft 
f± o 


n 


/ XZ 


b 


Ado / UUo j 


Abs70083 


Mycobacte 


7 7 


344 


.2 


4ft 
*± o . 


7 


719 
/ X z 


p 
o 


ADY 1 0 1 0 Q 

adax u x u y 


Abxl0109 


M. szulga 


74 


330 


. 2 


4 6 
ft D 


7 


£4 9 
O f± Z 


(Z 

b 


Ado / U U / o 


Abs70078 


Mycobacte 


7 R 

J d 


330 


. 2 


4 6 

ft D . 


7 


64 9 
O fx Z 


p 
o 


ady 1 m 

AdAX U X U b 


Abxl0106 


M. kansas 


7£ 

D D 


330 


. 2 


4 £ 

fi D . 


n 

. / 


C C 9 

o bz 


Q 
O 


ADvi r\i on 
AdAI U Id U 


Abxl0130 


M. gastri 


77 
-3 / 


312 


. 6 


A A 
ft 4 . 


9 
. Z 


/ ft D 


b 


a DOi r\r\n q 
Ado / U U / y 


Abs70079 


Mycobacte 


J> O 


312 


.6 


4 4 

4: ft , 


9 
. Z 


7A R 
/ f± D 


Q 


ady 1 m m 
AdA 1 U 1 U / 


Abxl0107 


M. malmoe 


39 


309 


. 4 


43 , 


. 8 


588 


8 


ARX1 0179 


Abxl0132 


M . gordon 


40 


254 


.8 


36. 


,0 


727 


8 


ABX10134 


Abxl0134 


M. leprae 


41 


236 


. 4 


33. 


,4 


729 


6 


ABS70090 


Abs70090 


Mycobacte 


42 


236 


. 4 


33. 


, 4 


729 


8 


ABX10117 


Abxl0117 


M. leprae 


43 


150 


21. 


,2 


373 


8 


ABX10135 


Abxl0135 


M. intrac 


44 


144 


.8 


20. 


, 5 


110000 


4 


AAI99682 24 


Continuation (25 o 


45 


144 


.8 


20. 


,5 


110000 


4 


AAI99683 24 


Continuation (25 o 



Search completed: July 12, 2005, 14:48:36 
Job time : 848.735 sees 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



July 12, 2005, 10:18:20 ; Search time 249.684 Seconds 

(without alignments) 
4633.247 Million cell updates/sec 

US-10-074-246-68 
707 

1 tcgtagctggcttcctcgtc aaaaggcagtggaagcaaca 707 

I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 1202784 seqs, 818138359 residues 

Total number of hits satisfying chosen parameters: 2405568 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -process ing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB. seq: * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB. seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4 : /cgn2_6 /pt oda ta / 1 / ina / 6B_COMB . seq : * 

5 : /cgn2_6/ptodata/l/ina/PCTUS_COMB .seq: * 

6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 



Query 





NO. 


Score 


Match Length DB 


ID 


Description 




1 


705 


4 


99 


8 


1839 


3 


US-08-122-458D-10 


Sequence 10, Appl 




. 2 


370 


8 


52 


4 


4403765 


3 


US-09-103-840A-2 


Sequence 2, Appli 




3 


370 


8 


52 


4 


4411529 


3 


US-09-103-840A-1 


Sequence 1, Appli 


c 


4 


70 


4 


10 


0 


888 


3 


US-09-655-270A-6 


Sequence 6, Appli 


c 


5 


70 


4 


10 


0 


888 


3 


US-09-651-941-6 


Sequence 6, Appli 


c 


6 


70 


4 


10 


0 


888 


3 


US-09-955-597-6 


Sequence 6, Appli 


c 


7 


70 


4 


10 


0 


12508 


3 


US-09-655-270A-1 


Sequence 1, Appli 


c 


8 


70 


4 


10 


0 


12523 


3 


US-09-651-941-1 


Sequence 1, Appli 


c 


9 


70 


4 


10 


0 


12523 


3 


US-09-955-597-1 


Sequence 1, Appli 





x u 


65 


. 4 


q 
y 


o 
. -5 


1 IOC 

lloD 


A 

4 


TIC AO QQ/1 PA4 **7 1 

Uo-uy~oy4-o44 - / X 


Sequence 


71, Appl 




1 1 
j. x 


65 


.4 


q 


O 

. S 


A A fi 7 7 A c; 
ft *± U j / Oj 




TIC HQ 1Pl7_ftAnA-.9 


Sequence 2, Appl 




1 9 


65 


.4 


q 


O 

. J 


4 4 11 R9 Q 




TTQ-OQ-1 n7-ft4fiZi-l 


Sequence 1, Appl 


ft 


X J 


64 


. 4 


q 
y 


. X 


one 
o Z D 


4 


Uo -uy-zbb-ybb-bo 


Sequence 


bo , Appl 




x ft 


64 


.4 


q 
y 


. X 


c o c nn 

jjjUU 


A 


Uo - uy - z bb - y bb - /b 


Sequence 


lb, Appl 




1 R 


62 


p 

o . 


p 
. o 




ft 


uo uy zbb ^bD D / 


Sequence 


b / , Appl 


I* 


1 


62 


p 

o . 


p 


JJ JuU 


A 
fi 


TIQ-fiQ-9££-Q£tr-.7£ 

uo \jy zbb ybb /b 


Sequence 


7b, Appl 


r> 
\~ 


1 7 

X / 


r c: 


/i 
. 4 


p 

o . 


n 


4 Oft Q 

*± V O -7 


ft 


TTQ-nQ_Qn9 _c;4n_7779 


Sequence 


O O O O 7\ ^_ 

1612, Ap 




1 ft 

X O 


r- /- 

DO 


A 

. 4 


p 

o . 


0 
. \J 


4 HQH 

ri U J VJ 




Uo Uy i7UZ w D4U /Ub 


Sequence 


706, App 




x y 


C A 

b4 


n 
. O 


7 

/ . 


p 


1 1 ftR 


/I 
ft 


TTCnq 0R0 QQ1 A 71/^7 

uo-uy-zbz - yyiA- j iuj 


Sequence 


3103, Ap 




9 n 
z u 


b4 


Q 
. O 


n 

1 . 


p 


z b y z 


4 


ub -uy-zbz-yy ia- juuj 


Sequence 


3003, Ap 


C 


9 1 
Z X 


r o 
DZ 


Q 
. O 


I . 


. b 


7 O Q 




TTC HQ HCfl TCC A(\C 

Uo-Uy-UbU- /bb-4Ub 


Sequence 


4.06, App 


L. 


z z 


R o 
bz 


Q 

. O 


n 

I ■ 


. D 


7 OP 


4 


TTC HQ CK\ 7 1 id /AC 
Uo-Uy-D / U- J14-4Ub 


Sequence 


4 06, App 


C 


0 0 


r o 
bz 


. z 


/ . 


A 

. 4 


o bb 




ub-oy-UDO-7b6- jyo 


Sequence 


390, App 


c 


O 4 
Z 4 


r o 
bz 


. z 


1 . 


A 

. 4 


c c 
J bb 


A 

4 


ub - oy -6/0 - j 14 - jyo 


Sequence 


390, App 


c 


O R 
Z b 


r o 
bz 


. z 


/ 


A 

. 4 


/l o o 
4 JO 


J 


Ub-0y-060-7Db- 112 


Sequence 


112, App 


c 


O C 

z o 


r o 
bz 


. z 


1 . 


. 4 


4 Jo 


A 

4 


Ub -Uy-b /U-oi4-llz 


Sequence 


112, App 


c 


9 7 
Z / 


R 1 

bl 


Q 

. o 


o 
1 




7 n q 


"3 
J 


TTC AQ A^ A ncc CIO 

Ub-uy-UbU- /bb-boz 


Sequence 


532, App 


c 


9 ft 
Z O 


bl 


n 

. o 


1 . 






4 


TTC AQ CLH (\ ~> ~i A COO 

Ub -Uy-b /U-jx4-boz 


Sequence 


532, App 




9 Q 
Z 3 


R 1 

b 1 


A 

. 4 


n 

1 . 


. >5 


4 Uz 


A 

4 


T TC AQ OCO QQTA 

ub - u y -z bz - y y ia- i b / /z 


Sequence 


15772, A 




7 n 

J u 


r i 
b 1 


A 

. 4 


1 


o 


q q q 


4 


TTC AQ OCO QQi a i COQA 

ub -uy-zbz-yy ia- i bo y u 


Sequence 


15890, A 


c 


7 1 

J X 


c i 
b 1 


. 4 


n 

1 . 


. J 


X UOD 


A 

4 


TTC AQ OCO QQi a 1 CQOI 

ub-uy-zbz-yy ia- i b y z i 


Sequence 


15921, A 




79 
J z 


J X 


4 


n 

i . 




1 9ft4 
XZ Or± 


•4: 


TTC AQ ORO QQI A 1RQAO 

Ub -uy-zbz-yy ia- i bo uz 


Sequence 


15802, A 


c 


7 7 


51 


.2 


1 . 


. Z 


b y / b 


4 


TTC AQ QAO R/1A OTQC 

Ub -Uy-yUz-b4U-zJob 


Sequence 


2386, Ap 




>3 ft 


51 


.2 


1 


, Z 


x / j x b 


A 
4 


TTC AQ QAO R/1A 1 1 AO 

ub - uy -y uz -b4 u - i iu o 


Sequence 


1103, Ap 


c 


7 r 


50 


.4 


1 . 


. X 


o i q n 


4 


TTC AQ QAO R/lA C C A 1 

Ub - U y - y Uz - b4 U - bb4 / 


Sequence 


6647, Ap 




7fi 


50 


.4 


/ . 


. X 


7 7 q7 


4 


TTC AQ QAO C/l A 

ub -uy-yuz-b4u-bx4 


bequence 


b 1 4 , App 




■3 / 


49 


.2 


n 

1 . 


n 


7 nn n i 


1 


TTC AQ 1 OC ACQ 1 

Ub -Uo-xzb-4bo-x 


Sequence 


1, Appli 


c 


7 ft 


49 


.2 


n 

1 . 


. U 


JUUUI 


Z 


T TO AO A 1 A GOO T 

Ub -Uo-4 /4-yjj-l 


Sequence 


1, Appli 




39 


48 


.2 


6 


ft 
. o 


707 

J V J 


7 

-> 


TIC-0 Q -0fi0-7^fi-4£;ft 

UO \J Z/ UDv / JO ioo 


Sequence 


468, App 


c 


40 


48 


.2 


6. 


.8 


303 


4 


US-09-670-314-468 


Sequence 


468, App 


c 


41 


48 


.2 


6. 


.8 


2427 


4 


US-09-902-540-5377 


Sequence 


5377, Ap 


c 


42 


48 


.2 


6. 


.8 


34552 


4 


US-09-902-540-1262 


Sequence 


1262, Ap 




43 


47 


. 6 


6. 


. 7 


1221 


4 


US-09-252-991A-13701 


Sequence 


13701, A 


c 


44 


47 


.6 


6. 


. 7 


1365 


4 


US-09-252-991A-13442 


Sequence 


13442, A 


c 


45 


47 


.6 


6. 


. 7 


2337 


4 


US-09-252-991A-2034 


Sequence 


2034, Ap 



Search completed: July 12, 2005, 18:32:49 
Job time : 272.684 sees 



GeriCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



July 12, 2005, 11:13:07 ;. Search time 1028.52 Seconds 

(without alignments) 
4315.680 Million cell updates/sec 

US-10-074-246-68 
707 

1 tcgtagctggcttcctcgtc aaaaggcagtggaagcaaca 707 

I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



6330945 seqs, 3139162390 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



12661890 



Post -processing: 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Database : Published_Applications_NA: * 

1 : /cgn2_6/ptodata/2/pubpna/US07_PUBCOMB.seq:* 

2 : /cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB. seq: * 

3 : /cgn2_6/ptodata/2/pubpna/US06_NEW_PUB. seq 

4 : /cgn2_6/ptodata/2/pubpna/US06_PUBCOMB. seq 

5: /cgn2_6/ptodata/2/pubpna/US07_NEW_PUB.seq 

6: /cgn2_6/ptodata/2/pubpna/PCTUS_PUBCOMB.seq: * 

7 : /cgn2_6/ptodata/2/pubpna/US08_NEW_PUB.seq: * 

8 : /cgn2_6/ptodata/2/pubpna/US08_PUBCOMB . seq : * 

9 : /cgn2_6/ptodata/2/pubpna/US09A_PUBC0MB . seq : * 
10 : /cgn2_6/ptodata/2/pubpna/US09B_PUBCOMB. seq: 
11 : /cgn2_6/ptodata/2/pubpna/US09C_PUBCOMB.seq: 
12 : /cgn2_6/ptodata/2/pubpna/US09_NEW_PUB . seq : * 
13: / cgn2_6 /pt oda t a / 2 /pubpna /US 1 0A_PUBCOMB . s eq 
14 : /cgn2_6/ptodata/2/pubpna/US10B_PUBCOMB.seq 
15: / cgn2_6 /p t oda t a / 2 /pubpna /US 1 0 C_PUBCOMB . s eq 
1 6 : /cgn2_6 /ptoda t a / 2 /pubpna /US 1 0D_PUBCOMB . seq 
17: / cgn2_6 /ptoda t a / 2 /pubpna / US 1 0 E_PUBCOMB . s eq 
18: / cgn2_6 /p t oda t a / 2 /pubpna /US 1 0 F_PUBCOMB . s eq 
19: / cgn2_6 /p t oda t a / 2 /pubpna /US 1 0G_PUBCOMB . s eq 
20 : /cgn2_6/ptodata/2/pubpna/US10H_PUBCOMB. seq 
21 : /cgn2_6/ptodata/2/pubpna/US10I_PUBCOMB . seq 
22 : /cgn2_6/ptodata/2/pubpna/US10_NEW_PUB. seq: * 
23 : /cgn2_6/ptodata/2/pubpna/USllA_PUBCOMB.seq: 
24 : /cgn2_6/ptodata/2/pubpna/USll_NEW_PUB . seq : * 
25 : /cgn2_6/ptodata/2/pubpna/US60_NEW_PUB . seq : * 



2 6 : /cgn2_6 /p t oda t a / 2 / pubpna / US 6 0_PUBCOMB . s eq : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total. score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 





1 


707 


i on 

J- V V ■ 


0 


707 


14 


II^-l 0-074 - 94fi-fift 

UO X\J \J / *± £i*x\j DO 


Sequence 


68, Appl 




2 


70S 4 


Zf Zf • 


Q 
. O 


ft ft 1 
0 0 X 


1 4 
x 1 


t to _ l 0-074 - 94fi-Rft 

UO XU U/*± ^f±D DO 


Sequence 


58, Appl 






49fi 


60 


~> 
. D 


6Q 1 

D -7 X 


1 4 

X *i 


TTC-1 0-074-94^-^9 
UO XU U / fi-ZfiO OZ 


Sequence 


62, Appl 




4 


411 ft 


Rft 


9 


6 Q ft 

D -7 O 


1 4 
X *± 


TTC-10 H74 9 


Sequence 


63, Appl 






?ft ~k ft 

J O J . o 


R4 

d*± • 


. D 


6ft R 
O O D 


1 4 

X *± 


TTQ-1 0-074-94^-70 
UO X v \J / ft~*ZfiD /VJ 


Sequence 


70, Appl 




D 


o / o 


R^ 

D O . 


9 


Aft £ 

D O D 


1 4 
X 1 


HQ -10 074 94A AQ 
Uo XU VJ / ft - ZfiD D-7 


Sequence 


69, Appl 




7 


^70 ft 

O / U ♦ O 


R9 
DZ 


. *i 


ft 09 


1 4 
X 


t tc m H74 O/iC fie 
U O X U U / ft Z ft ODD 


Sequence 


65, Appl 




Q 
O 


7fiQ 9 


R 9 
DZ 


9 
. Z 


£9 ft 
DZ 0 


1 4 


T TC "1 fi (\H A OA a 

Ub-xu-vj / 4 - Z4b~bb 


Sequence 


66, Appl 




q 


o cr £ 
jjU.D 


ft y . 


zT 
. D 


/ O D 




TTO 1 f\ C\1 A O A C C~\ 

Ub-XU-U /4-z4b-bl 


Sequence 


61, Appl 




1 0 


04/ 9 


4ft 

fr 0 . 


7 


71 9 
/ X Z 


1 4 
X *± 


TTC-1H C\1 A OAC (ZA 
Ub~XU U / 4 - Z4b - b4 


Sequence 


64 , Appl 




11 


^**o 9 


46 


7 


£4 9 

D *± Z 


1 4 
X 1 


TTQ-1 0-07 4- 94A-RQ 
UO X VJ U / ft - ZrtD j3 


Sequence 


59, Appl 




1 9 


1 9 


4 4 

ft ft . 


9 
. z 


74 R 


1 4 
X ft 


TTC If! fk'74 94<^ 
Uo-lU-U / 4- Z4b - bU 


Sequence 


60 ; Appl 




j- _> 


9^fi 4 

c* D O . *± 




4 


79 Q 

/ Z Zf 


1 4 
x *± 


TTC-1 0-074-94^-71 
UO XVJ Vj/ft-Z4o~ / X 


Sequence 


71, Appl 




14 


1 4 

X D .7 . *± 


1 Q 

X Zf ■ 


7 


91 A 
Z X 0 


1 4 

X ft 


TTC-1 0_074-94£-.c:'7 
UO X VJ U / ^- Z^tb D / 


Sequence 


57, Appl 




15 


1 "3ft 9 
x 0 0 . z 


1 9 

X Zf ■ 


R 


909Rfi0ft 


1 R 
X D 


TTC-1 0-1 R£_7£1_l 
1 UO lU'ljD /oil 


Sequence 1, Appli 


c 


1 


1 ^7 ft 

X D / . O 


1 9 

X Zf ■ 


c; 

. D 


DOC 
O Z 3 


1 R 
X D 


TTC-1 0-1 R£-7£l - 74^9 
UO XU XDO /Dl /ftOZ 


Sequence 


7462, Ap 


c 

v_ 


1 7 

-L / 


ft Q A 


1 9 
X z , 


7 


ft 1 A 
O X D 


1 R 
X D 


TTC-lfi 1 c: c t^: 1 roi 
Uo-xu-xdo- /bX-DOX 


Sequence 


581, App 


c 

U 


1 ft 

-L O 


ft 9 


1 9 

X z. , 


7 


909R£0ft 
,7 UZ D D VJ O 


1 R 
X D 


TTC_10-1R£_7£1 1 

» uo x vj x d b - / b x - x 


Sequence 1, Appli 


r* 


1 9 
-L Zf 


79 


X X . 


9 


Q7ft 


1 R 
X D 


T TC _ 1 0 - 1 R £ _ 7£ 1 9£4"3 
UO XVJ XDb - / bX~Zb4D 


Sequence 


2643, Ap 


c 


90 


7ft 4 


X X , 


1 

. X 


9^9 1 

-7 DZ X 


1 ft 
x 0 


T TC - 1 0 _ 1 £ft - 1 Q 

uoxuxbo~bbD _ xo 


Sequence 


18, Appl 






7ft 4 

/ O . ft 


X X . 


. X 


QR9 1 
-7 DZ X 


1 ft 

XC3 


TTC in 1 £Q 1 Q 

Uo-XvJ-Xbo-bbD-xy 


Sequence 


19, Appl 


c 


22 


70 4 


1 0 

X \J . 


n 
. u 


ft ft ft 
000 


q 


TTC- OQ _ QRR _ RO'7 ^ 


Sequence 6, Appli 


(~< 


9^ 
z j 


7 n 4 

/ U . fi 


1 0 

X U . 


. u 


1Z DZ D 


q 
zf 


TTC AO QCC c Q7 "i 

uo- uy - ybD - by /- x 


Sequence 1, Appli 


u 




67 


Q 
Zf ■ 


R 
. D 


1 0£ft 
X U O O 


1 R 
X D 


TTC in 1 C<T A O 1 O 

Uo-xu-XDb - / bX-4zDi7 


Sequence 


4239, Ap 


r* 


9R 


fifi ft 


q 

Zf . 


A 


Q 9 7 
i/Z / 


1 R 
XD 


TTC in 1 CC« 7C1 OTQC 

Uo-xu-XDb - / Dl-J / ob 


Sequence 


3786, Ap 




96 


fi R 4 


q 

Zf . 


. D 


1 1 ft R 

X X O D 


q 

Zf 


TTC-0Q-Qq4 Q44 71 
UO Ui7 oi74-o44 - IX 


Sequence 71, Appl 


u 




6R 4 


q 


"> 


1 1 ftR 

X X O O 


1 7 
X / 


ttc in iQQ ono T1 
uo - xu - do o - y uz - ii 


Sequence 


71, Appl 


c 


28 


65 . 4 


9 , 


, 3 


1185 


18 


U c -1 0-fi47-0ftQ-71 
uo j. \j \J " / y o y /x 


Sequence 


71, Appl 


c 


29 


65.4 


9. 


3 


1188 


17 


US-10-282-122A-28727 


Sequence 


28727, A 


c 


30 


64 .4 


9. 


. 1 


825 


10 


US-09-953-348-58 


Sequence 


58, Appl 


c 


31 


64 . 4 


9 . 


. 1 


825 


15 


US-10-267-255-58 


Sequence 


58, Appl 




32 


64 .4 


9. 


. 1 


53500 


10 


US-09-953-348-76 


Sequence 


76, Appl 




33 


64 .4 


9. 


. 1 


53500 


15 


US-10-267-255-76 


Sequence 


76, Appl 


c. 


34 


62.8 


8 . 


9 


927 


15 


US-10-156-761-6872 


Sequence 


6872, Ap 


c 


35 


62 .6 


8 . 


9 


1287 


15 


US-10-156-761-832 


Sequence 


832, App 


c 


36 


62 


8 . 


8 


795 


10 


US-09-953-348-57 


Sequence 


57, Appl 


c 


37 


62 


8. 


.8 


795 


15 


US-10-267-255-57 


Sequence 


57, Appl 


c 


38 


62 


8. 


8 


53500 


10 


US-09-953-348-76 


Sequence 


76, Appl 


c 


39 


62 


8. 


8 


53500 


15 


US-10-267-255-76 


Sequence 


76, Appl 


c 


40 


61.6 


8. 


7 


1101 


15 


US-10-156-761-2265' 


Sequence 


2265, Ap 


c 


41 


58 


8. 


2 


1719 


15 


US-10-156-761-3854 


Sequence 


3854, Ap 


c 


42 


57.8 


8 . 


2 


552 


19 


US-10-437-963-79213 


Sequence 


79213, A 


c 


43 


57.8 


8 . 


2 


1119 


15 


US-10-156-761-1197 


Sequence 


1197, Ap 


c 


44 


56.4 


8. 


0 


3018 


19 


US-10-437-963-77223 


Sequence 


77223, A 


c 


45 


56.4 


8. 


0 


11058 


15 


US-10-156-761-3629 


Sequence 


3629, Ap 



Search completed: July 12, 2005, 20:49:00 
Job time : 2703.52 sees 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



nucleic search, using sw model 

July 12, 2005, 10:06:45 ; Search time 5587.67 Seconds 

(without alignments) 
4816.222 Million cell updates/sec 

US-10-074-246-68 
707 

1 tcgtagctggcttcctcgtc aaaaggcagtggaagcaaca 707 

IDENTITYJKTUC 
Gapop 10.0 , Gapext 1.0 



34239544 seqs , 19032134700 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



68479088 



Database 



EST: * 



gb_estl : * 
gb_est2 : * 
gb_htc: * 
gb_est3 : * 
gb_est4 : * 
gb_est5 : * 
gb_est6 : * 
gb_gssl : * 
gb_gss2 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 





NO. 


Score 


Match 


Length 


DB 


ID 


Description 


c 


1 


64 .2 


9.1 


935 


9 


CNS006XK 


■AL066051 Drosophil 




2 


63 


8.9 


925 


9 


CNS0091P 


AL053013 Drosophil 


c 


3 


62.2 


8.8 


925 


9 


CNS0091P 


AL053013 Drosophil 




4 


60.2 


8.5 


605 


9 


CC648836 


CC648836 OGUJL60TV 


c 


5 


60.2 


8.5 


873 


9 


CC682998 


CC682998 0GWEA16TH 




6 


58.8 


8.3 


935 


9 


CNS006XK 


AL066051 Drosophil 





o 
1 




C. 7 
9 / 


Q 
O 


. 1 


1 94 Z 


y 


ApAl O Q/1 "3 

A*jU9zy49 


AOPOOQ/I O 

AUU9Z y4j 


Pan trogl 




ft 


J D 




O 
O 


. U 


7 R4 
/ 9^i 


q 

y 


UL.b 1 U Ub9 


PPC 1 ftftCC 

v_L.b 1 U Ub 9 


PPT T TY/1 9 r P\7 
LAjUJ A4 Z 1 V 


p 

V_ 


Q 
.7 


3 D 


A 

. 4 


Q 
O 


fi 

. u 


1 fi4 c; 
X U4 9 


Q 

o 


n4i9b4 9 U4 


D7CC/I CP/t 

D4»9b4 9U4 


pacs2 - 164 


P 


i n 

X \J 


ra 

9 D 


. ft 


Q 
O 




9 Q R (Z 
Zo JO 


q 

y 


ULiy bbo 9b 


PT QCCOCC 

Uljy bbobb 


US! FLL014 




1 1 

X X 




c £ 
9 b 


o 

1 , 




QO 9 

y o z 


q 

y 


LNoUU /zy 


AT P/T/TO/lO 

ALiUbb /4z 


Drosophil 




X z 


9 9 


Q 


o 

1 




o4 y 


Q 

y 


nr^n i 001 n 


1 O O T P 


APT DTTTATIT? 

OGLBV70TV 




1 9 

X J 


9 9 


o 
. o 


7 


Q 


o 9 y 


0 

o 


PP9 9 Q 9 q 9 


PP9 9 D 9 Q 9 


APADPA /I r T'\ 7 

UbUDbU4 1 V 




1 4 
Xft 


9 9 


o 
. o 


o 

i . 


q 


Q9 q 
i? Z y 


q 

y 


9 q n 9 7 9 
L-vjZ y Uz / 9 


PP 9 Q P 9 *7 9 

L.vjzyuz /9 


P\P "TAT TO O T>T 7 

(J(jZAU73TV 


p 


X 9 


9 9 


Q 
. O 


n 

l , 


q 


y bo 


q 

y 


pp 9 9 /l 9 C /l 
CLjZ / 4994 


pp o o /i o c /i 
Lbz74 9 94 


(JbzBE18TV 




ID 


9 9 


A 
. r± 


n 

1 . 


o 

. o 


ft 9 9 

o z z 


q 

y 


HH 9 q n 9 £. A 
y Uz b4 


CLiz y Uzb4 


PP 7AT TO O TtTJ 

(JC3ZAU73 TH 




1 7 
X / 




9 9 


n 

1 . 


Q 
. O 


9 UZ 


Q 

o 


0*7/1 1 1 OCi 
d4(4 1 lz 9 / 


oZ4 1 Izb / 


PP 7V 7\ P C O «T> T~> 

OGAAC57TF 


p 


X o 




c c. 
9 9 


o 

1 . 


O 

. O 


1 9 07 


q 

y 




PT /I O £T T P O 

ULf4oblU9 


C A T T >l O O 

bAlb 4z / 




X J 


R4 
9*± 


. D 


n 

/ . 


. / 


CRT 

99z 


q 

y 


PT QQ H7A 9 
ULty o U /4 9 


PT O O P *7 /I O 

Cbyy 074 i 


P/-i T DPPA A c 

OSIFCL045 


c 


o p 
z U 


c. /t 
94 


. b 


/ , 


, / 


ceo 
99Z 


Q 

y 


LLyq 0748 


CL980748 


OSIFCC045 




z 1 


C yl 
94 


. z 


1 . 


. / 


1 ibz 


Q 

y 


7\ O P *7 tz o n o 

AG 0 7 6 o 1 o 


AG076818 


Pan trogl 


c 


0 9 
Z z 




C. /I 

94 


1 ■ 


. b 


Q A 9 

y U J 


Q 

y 


AuU7z^4 99 


APAT1 /I r— ~) 

AG072453 


Pan trogl 


c 


9 9 
Z J 


c o 

JJ 


A 
. 4 


1 , 


. b 


± U4 1 


c 
9 


DA/; c 9 P C 1 


nA^r C O AC 1 

BQ65z051 


AGENCOURT 


c 


94 
z *± 


R 9 
9 9 


9 
. z 


n 

1 . 


. 9 


t nn q 

X UU z) 


q 

y 


PM C AT P. T?TaT 


AT PQOOOO 

ALiuyy ooz 


Drosophil 


c 


9 C 
Z 9 


c.9 

9Z 


. 4 


1 . 


A 

. 4 
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9 
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y 
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97 
z / 


9Z 


9 
. z 


I . 


. 4 


i 9 i q 


Q 

y 
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p 
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y 
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c 
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q Q 9 
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9 
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c 
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A 
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o 
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Q 

o 
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p 
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7 
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1 
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OZ 


9 U 


Q 
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O 
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c 
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99 


9U 


Q 


/ . 
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c o o 
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y 


PPiTCT 1 O /Z 

LLd9 /12b 


CC657126 


OGDAG42TC 


p 


94 


CA 
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ft 


n 

i , 
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£4 £ 
b4 D 


Q 

o 


T5'7q7/17Cl 
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Q 


n 
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9 
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C C 9 


/ 
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Lr bz4 U99 
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LFbz4 053 
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9 U 
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9 
. Z 


/ 1 o 


Q 
O 


o4»y / 4 / DD 


BZ974765 


PUGJE03TD 


c 


9 7 
9 / 


9 U 


(Z 


n 

1 . 


9 
, Z 


q 9 9 


q 

y 


p\i crimoA 


AL066742 


Drosophil 


P 


-J o 


9 U 


A 
. 4 


n 

1 . 


1 


1 9 7 R 
lj / 9 


z 


A TaT O O O /I Q O 

AW /z /4 oj 


AW7274 83 


GA Ea 001 




J Zf 




4 


7 


1 

• J. 


14 7 9 


q 


PT Q7R9ft£ 
V^J_i^ / 9 9 O b 


PT QTCOQC 

Lxjy /boob 


p,-, T DPP A O "7 


c 


40 


50 


.2 


7 . 


1 


776 


9 


CNS010RY 


AL099352 


Drosophil 


c 


41 


50 


.2 


7 . 


1 


839 


9 


CNS004NB 


AL054280 


Drosophil 


c 


42 




50 


7 . 


. 1 


557 


5 


BU037493 


BU037493 


946139F05 


c 


43 




50 


7 . 


, 1 


589 


5 


BQ778943 


BQ778943 


946115F10 


c 


44 




50 


7 . 


1 


688 


6 


CA830993 


CA830993 


1117014BO 




.45 


49 


.8 


7 . 


0 


411 


8 


AQ961051 


AQ961051 


LERFI83TR 



Sequence: 



1 gccgtccagtcgttaatgtcgc 22 



Scoring table: I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: ' 4708233 seqs, 24227607955 residues 

Total number of hits satisfying chosen parameters: 9416466 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : GenEmbl : * 



1 




gb_ba : * 


2 




gb_htg : * 


3 




gb_in : * 


4 




gb_om : * 


5 




gb ov : * 


6 




gb_pat : * 


7 




gb_ph : * 


8 




gb_pl : * 


9 




gb_pr : * 


10: 


gb_ro : * 


11 : 


gb_sts : * 


12 : 


gb_sy : * 


13: 


gb_un : * 


14 : 


gb_vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



Jo. 


Score 


Match Length 


DB 


ID 


Description 


1 


22 


100 


0 


22 


6 


BD171663 


BD171663 


Ident if ic 


2 


22 


100 


0 


22 


6 


AX278539 


AX278539 


Sequence 


3 


22 


100 


0 


22 


6 


AX513096 


AX513096 


Sequence 


4 


22 


100 


0 


24 


6 


AX513119 


AX513119 


Sequence 


5 


22 


100 


0 


323 


6 


BD171699 


BD171699 


Identif ic 


6 


22 


100 


0 


369 


6 


BD171700 


BD171700 


Identif ic 


7 


22 


100 


0 


611 


6 


BD171688 


BD171688 


Identif ic 


8 


22 


100 


0 


611 


6 


BD171689 


BD171689 


Identif ic 


9 


22 


100 


0 


628 


6 


AX513137 


AX513137 


Sequence 


10 


22 


100 


0 


802 


6 


AX513136 


AX513136 


Sequence 


11 


22 


100 


0 


110000 


1 


AE000516 10 


Continuation (11 o 


12 


22 


100 


0 


327650 


1 


BX248337 


BX248337 


Mycobacte 


13 


22 


100 


0 


349306 


1 


BX842575 


BX842575 


Mycobacte 


14 


19 


86 


4 


19 


6 


' AX513123 


AX513123 


Sequence 


15 


18.8 


85 


5 


3276 


6 


A44223 


A44223 Sequence 4 


16 


18.8 


85 


5 


3276 


6 


A72710 


A72710 Sequence 4 



L. 


1 7 

X / 


l ft 

1 o 


p 


ft R 


. D 


~5 z / D 


b 


AK4 UoojU 


ak4Uoo5Q bequence 


c 


1 ft 

X o 


1 ft 

x o , 


o 
. o 


ft ^ 
O 9 


. D 


J z / o 


b 


a vfi no 00 


AAuuzoDz sequence 


p 




1 ft 

X O . 


o 

. o 


ft R 


c: 
. D 


4 714 


p 


PT T7V1 P79P 
VjxjCj I 1 0 / JO 


\^ 1 OTTO v /-^ 1' "1 -> v« -J /-»^^ 

iio/jo oraciianop 


r-< 
t- 


9 o 
z u 


1 7 

1 / . 


p 

. o 


ft n 


q 


9 1 A q 9 9 
Z 14 y Z Z 


9 
z 


API 

AL. 1 9 U y y 1 


ALlbUyyl BOS tauru 


r*> 
L. 


z X 


1 7 

J. / . 


p 


ft o 

O u . 


q 
. y 


99£PP q 

zzDoo y 


1 A 


API /iCQAt; 
AL 1 4 b y U D 


ALi4by05 Human Her 


L. 


99 
z z 


1 7 


p 


ft 0 


q 
■ y 


9 9 QO AQ 


1 A 


api /i cqm 

AL 1 4 b y U / 


ALi4 6y07 Human Her 




9 ^ 
z o 


1 7 


Q 

. o 


ft n 


q 


9 9 q 9 R4 
Z z y ,5 9 4 


b 


AK4 / 4 4 b D 


ak4 /44oD bequence 




94 

Z 1 


1 7 

x / , 


o 

. o 


ft 0 


q 
. y 


9 9 q o c a 

Z Z 3 Z> D *x 


D 


AD/1 TCCTQ 

nKI / D DZ y 


AK4 /bbzy bequence 




9R 

Z D 


1 7 

x / . 


o 
. o 


ft 0 

O \J . 


q 
. y 


9 9 q o c /i 


(Z 

b 


AADO b 1 0 / 


AYCDC1 Ol 0 0.^, , ^ ' 

AAbobio / bequence 




9£ 
Z D 


1 7 


p 
. o 


ft n 

O u 


q 

. y 


9 9 q 9 c a 
zz y z> 94 


X4 


IJITtJPMWPP 


X174 03 Human cytom 




z / 


1 7 


p 


ft n 


q 
. y 


zz y 4 o J 


1 A 

14 


API /I COC1 

AL 1 4 0 0 D 1 


AC1468 51 Human Her 


P 


9ft 
z o 


1 7 

x / . 


Q 

. o 


ft n 


q 

. y 


z z y / uu 


1 A 
1 4 


API /lCQn^ 

h.v^ 1 4 b y u 4 


APT A (Z Ci (~\ A [T, , r~ — . ti_ 

ALi4by04 Human Her 




9 Q 

Z J7 


1 7 

x / . 


Q 
. O 


ft o 


q 
y 


9 71 O^C 


1 A 
14 


A V9 1 C 1 Q7 

AijiDiy / 


AYiibiy/ Human ner 




0 


1 7 

x / . 


Q 

. O 


ft 0 


q 


Zjj / »3 -7 


1 4 
1 4 


Api a £ q qq 

al.14 b y y y 


ALi4byyy Human Her 




Z> X 


1 7 

X / . 


p 


ft o 


q 
■ y 


9 94 P Q 1 
Zo4 0 O 1 


1 A 
1 4 


API /tCQAC 

AL.14 b y Ub 


ALl4 6y0b Human Her 




o z 


1 7 

X / , 


Q 

. o 


ft o 


q 


9 9 R tZA c 


1 A 
1 4 


A VA A d Q q A 
Al44bc5y4 


AY44boy4 Human ner 


c 


Zj Z> 


1 7 

X / . 


9 
. Z 


7ft 


9 
. Z 


y 1 u y 0 


Z 


AL14 10 Z 4 


AL141824 Apis mell 


p 


Z> *± 


1 7 

x / . 


o 
, z 


7ft 


9 
. z 


1 fi0f)4 9 


9 
Z 


AT 9£R91 1 
r\.J_i>3 D 9Z 1 1 


Aijobbzii Homo sapi 






1 7 

x / . 


9 
. z 


7ft 


9 
. z 


1 7RQ£ft 


q 

-7 


APOI P^PA 
U 1 O b 0 4 


APA1 O (Z O A U^mn — ' 

aluiooo4 Homo sapi 




J D 


1 7 

x / . 


9 
. z 


7ft 


9 
. z 


9 nn a 9 r 


1 


AFUU 9 Uzz 


APU05022 Streptomy 




^7 


1 7 

x / . 


9 
. z 


7ft 


9 
. z 




1 


AD00^999 


AFUUbzzi LoryneDac 




7 ft 


1 £ 
lb . 


. o 


7£ 


A 

. 4 


/ Uz y U 


9 
Z 


apt nnQT) 
At 1UU0 J j 


AC100833 Homo sapi 




39 


16 . 


. 8 


76 . 


. 4 


105689 


2 


AC136152 






40 


16, 


,8 


76. 


.4 


110000 


1 


U00096_02 


Continuation (3 of 


c 


41 


16. 


.8 


76. 


.4 


113253 


•2 


AC092356 


AC092356 Homo sapi 




42 


16. 


.8 


76. 


.4 


128824 


1 


ECU73857 


U73857 Escherichia 




43 


16. 


. 8 


76. 


. 4 


155862 


9 


AC018464 


AC018464 Homo sapi 


c 


44 


16. 


. 8 


76. 


. 4 


156349 


10 


AC117550 


AC117550 Mus muscu 




45 


16. 


.8 


76. 


.4 


162167 


2 


AC019271 


AC019271 Homo sapi 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



July 12, 2005, 07:50:25 ; Search time 26.3482 Seconds 

(without alignments) 
4942.816 Million cell updates/sec 

US-10-074-246-25 
22 

1 gccgtccagtcgttaatgtcgc 22 

I DENT I TY_NUC 

Gapop 10.0 , Gapext 1 . 0 



Searched: 4390206 seqs, 2959870667 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



8780412 



Database 



N_Geneseq_16Dec04 : 

1 : geneseqnl980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2000s : * 

4 : geneseqn2001as : ' 

5 : geneseqn2 001bs : 

6 : geneseqn2002as : 

7 : geneseqn2002bs : 

8 : geneseqn2003as : 

9 : geneseqn2 003bs : 

10 : geneseqn2003cs 

11 : geneseqn2003ds 

12 : geneseqn2004as 

13 : geneseqn2004bs 



: * 

: * 

: * 
. * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result Query 

No. Score Match Length DB ID 



Description 



1 


22 


100 


0 


22 


6 


ABS70044 


Abs70044 


Mycobacte 


2 


22 


100 


0 


22 


6 


ABA81861 


Aba81861 


M tubercu 


3 


22 


100 


0 


22 


8 


ABX10101 


AbxlOlOl 


M . tuberc 


4 


22 


100 


0 


24 


6 


ABS70067 


Abs.70067 


Mycobacte 


5 


22 


100 


0 


628 


6 


ABS70085 


Abs70085 


Mycobacte 





6 

D 


9 9 
Z Z 


inn 


a 
u 


ozo 


p 
o 


1 Pi 1 1 1 
ADA X U X X X 


ADX X U X X X M . DO V X S 




7 . 


22 


i on 




64 ft 
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O 


ARY 1 Pi 1 96 


Ahv 1 Pi 1 96 M t-nhorr 
AUXXUXZb l v l . CUDcIL 




8 


22 


100 

X V v • 


0 
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o 
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ADA 1 V 1 ti / 


Ahi^l 0197 M "hrt-v/H q 




9 


22 
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-L \S \J . 


n 


802 


6 


AR c I700ft4 






1 0 


22 
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A 
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o 


ARY T PI 1 1 Pi 


ADXXUXXU M . uuDerc 




11 


22 
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o 


1 1 0000 


4 
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V^vJIlL XllUd L X(JI1 111 vj 




12 


22 


1 00 


0 


1 1 0000 
x x \j \j \j \j 
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rU\ J. Z) Z> \J O ~J XVJ 


UQJIIL XllUa C XCJI1 111 O 
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\— 
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Q 
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4 
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Z 4: p X 




2\ Zi Qft R74 ft 
HHio 3 / ft O 
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AdSoD /4o UIMA enCOQ 


Q 


22 


1 R 
X D 


p 


71 


ft 
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o 
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ADZDZ/ftb ASpcxylXX 


Q 


23 
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p 
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O X / 
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AAP0ft907 
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Aciiuozu/ rubaxXUlu 
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X U 


ZH37666 Ql 
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Z Zj 


i 

X D 


0 
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7 1 
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p 


1 1 4 Pi 


D 


ADAO 0 Pi9 Pt 
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p 
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D 
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T R 
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7 1 
/ X . 


p 


1 7 60 
X J DZ 
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ft 


A A T?C A Q R C 
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AatbUyoo P. putida 




9ft 


1 R 


Q 

. o 


7 1 

/ X . 


p 
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p 
O 


ApA R7 Ore 


A/^nR7Q£TR D v"/">l^- — i rr~\ *- 

AcaiDJobD FroKaryoc 




9 Q 
z 


1 R 
1 3 


Q 

. o 


7 1 
/ X . 


P 

o 
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X ft X u 


1 Pt 

X u 


alaj j j / y / 


AagiJ/y/ Accmomyc 


c 




1 R 


Q 
. O 


7 1 

/ 1 - 


p 
o 


9 Pt Pi Pi 
Z U U U 


Q 
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i i 
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1 R 
X D 


Q 
. O 


7 1 


p 
o 


J / jO 


Q 
O 


AUAo b Ubft 


Aca36064 Prokaryot 






1 R 
X D 


O 

. o 


7 1 


Q 

. o 


1ft 4 9 

J O ft _7 


X X 


a CU Q 6 6 7 ft 


Acnybb/o JxxeDSiexx 




33 


15 


.8 


71 . 


8 


4116 


1 0 

X \J 


ADR6Q1 Q7 


AciDbyxy/ u . neoEor 
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15 


.8 
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/ X . 


p 
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1 Pi 
X U 
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(_ 


1 R 


15 


.8 


7 1 

/ X . 


p 
o 


1 Pi Q R 1 Q 

iuy jiy 


D 


A A CHQ CQ1 

AAbUo by J 
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C 
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15 


.8 
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/ X , 
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1 1 Pi Pi Pi PI 
11UUUU 
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X U 
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Continuation (9 of 




17 


15 


.6 


7 Pi 


Q 

. -7 


1 zl P 
J fl o 
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X X 


a tapti r n 7 *j 


ADai507i Pseuaomon 




1ft 


15 


.6 


70 


Q 

. y 


6 Q Pi 

t> J7 U 


D 


A nPl7 A P R P 
AoyZ ft O D O 


A£)qz4oDo uxxgonucx 


c 


7 Q 


15 


.6 


7 n 


Q 

. y 


£ Q Pi 

o y u 


b 


ADyz4o3y 


Ax)qz4 85y Olxgonucl 


c 


40 


15 


.6 


70. 


. 9 


852 


4 


AAK91722 


Aak91722 Human cDN 


c 


41 


15 


.6 


70. 


, 9 


852 


4 


AAK93988 


Aak93988 Human cDN 


c 


42 


15 


.6 


70. 


. 9 


852 


12 


ADL28149 


Adl28149 5 1 end of 


c 


43 


15 


.6 


70. 


. 9 


852 


12 


ADL30415 


Adl30415 5' end of 




44 


15 


.6 


70. 


, 9 


925 


13 


ADS56904 


Ads56904 Bacterial 




45 


15 


.6 


70. 


. 9 


1086 


12 


ADO48504 


Ado4 8504 Human 108 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



July 12, 2005, 10:18:20 ; Search time 7.76952 Seconds 

(without alignments) 
4633.247 Million cell updates/sec 

US-10-074-246-25 
22 

1 gccgtccagtcgttaatgtcgc 22 

I DENTI TY_NUC 

Gapop 10.0 , Gapext 1 . 0 



Searched: 



1202784 seqs, 818138359 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



2405568 



Database 



I ssued_Patent s_NA : * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB. seq: * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB. seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB. seq: * 

5 : /cgn2_6/ptodata/l/ina/PCTUS_COMB. seq: * 

6 : /cgn2_6/ptodata/l/ina/backf ilesl .seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

o, 
o 

Result Query 

No. Score Match Length DB ID Description 





1 


22 


100 


0 


4403765 


3 


US-09-103-840A-2 


Sequence 2, Appl 




2 


22 


100 


0 


4411529 


3 


US-09-103-840A-1 


Sequence 1, Appl 


c 


3 


18 .8 


85 


5 


3276 


3 


US-08-633-768A-4 


Sequence 4, Appli 


c 


4 


18.8 


85 


5 


3276 


4 


US-09-280-197-4 


Sequence 4, Appli 




5 


17.8 


80 


9 


229354 


4 


US-09-705-400-64 


Sequence 64, Appl 


c- 


6 


16.8 


76 


4 


1305 


4 


US-09-902-540-4277 


Sequence 4277, Ap 




7 


16.8 


76 


4 


26012 


4 


US-09-902-540-1212 


Sequence 1212, Ap 


c 


8 


16 .2 


73 


6 


1145 


3 


US-09-221-017B-944 


Sequence 944, App 


c 


9 


16.2 


73 


6 


4800 


4 


US-09-902-540-562 


Sequence 562, App 


c 


10 


16 


72 


7 


765 


4 


US-09-248-796A-184 9 


Sequence 184 9, Ap 




11 


15.8 


71 


8 


3849 


4 


US-09-489-039A-2473 


Sequence 2473, Ap 




12 


15.6 


70 


9 


348 


4 


US-09-252-991A- 13677 


Sequence 13677, A 





13 


15 


. 6 


70 


t 9 


486 


4 


UJ \J y y \J U j u j O 




on^ft An 

JUJO , -rt-^J 




14 


15 


. 6 


70 


, 9 


1557 


3 


US -07 -852 -132A-1? 








15 


15 


. 6 


70 


, 9 


1557 


5 


PCT-US91 -01327- 12 

J- v — J. \J y A. \J J ) /Li 1 _L /Li 


JCLjUCllL C 


1 ? Annl 

-L /l. , Jr\y>^J A. 




16 


15 


. 6 


70 


. 9 


1557 




5248670-2 




Jo ^ O O /V/ 




17 


15 


. 6 


70 


, 9 


1557 




5248670-2 

w> i KJ 1 \J ill 


Pa t~ Pint* Mo 


R94ftfi70 




18 


15 . 


. 6 


70 


. 9 


1623 


4 


US -09-489-03 9A-88 

\j <j \j y n q ^ kj y y r\. o o 




p p Annl 




19 


15 . 


. 6 


70 


, 9 


1992 


4 


US-09-2S2 - 991 A-l 3771 

\j %y \j y /-i /-I y y a. y i i a. 




1 ^771 A 


c 


20 


15 


. 6 


70 


. 9 


2175 


4 


US -09-2 52 -99 1A- 13657 

w *y \j y £^ y y y ±n a. y kj y i 


C prri i on o 


1 "^^57 " A 

X J O ~J / , n 


c 


21 


15 


. 6 


70 


. 9 


2292 


4 


W O v ^ £i y £i y y ±\r\ a. y y / y • 


oequencc 


1 Tele A 


c 


22 


15 . 


. 6 


70 


. 9 


3279 


4 


US-09-27S-608-1 

U J £t I y OVJO J. 




1 , App 1 i 




23 


15 


. 6 


70 


, 9 


5105 


4 


HQ -09 -902 -S40-791 

^ O \y y y \J £* y^t\J f y A. 


Q om i on f o 


TQl Ann 


c 


24 


15 , 


. 6 


70 


, 9 


27219 


4 


US -09 -902 -54 0-1244 


Cpni i pnr 1 o 


1 P4 4 An 

J. O T T f "P 




25 


15 


. 6 


70 


. 9 


87563 


3 


US -09-453 -702B-57 


JCLjUCUL C 


5 7 Ann 1 


c 


26 


15 . 


. 6- 


70 . 


. 9 


154746 


4 


US -09-827-688 -8 




0 Annl i 
0 / M.pp ± X 




27 


15 . 


, 2 


69 . 


. i 


601 


4 


US -09 -94 9 -01 6-706008 








28 


15 . 


. 2 


69 , 


, l 


601 


4 


US -09-949-01 fi-706009 




9 0£ 00Q 


c 


29 


15 . 


. 2 


69 . 


. l 


792 


4 


US -09-976-594-511 

\j >y \j y y 1 \y y y ± j _i_ _l 


Qorri ipnpp 
JC4UCI lv— C 


R 1 1 Ann 
D i x , -"PP 




30 


* 15. 


2 


69 . 


. i 


851 


3 


US -09-008-892-10 




1 0 Annl 
X u , ^pp X 


c 


31 


15. 


.2 


69 . 


, i 


897 


4 


US -09 - 90? -^40-7777 

^Jkj y \J £i y *i \J fill 


Q o/^ri 1 on 0 


7777 Zin 
/ / / / , Ap 




32 


15. 


2 


69 . 


, i 


6250 


4 


US-09-90?- c i40-77'* 

U J W y y \J £i y *± \J 1 t y 




7 7 Z\ nn 
fly, App 




33 


15. 


2 


69 . 


, i 


100990 


4 


US -09-409-80 OR-? 


Q oV^i i on /~* 0 


"5 A nn 1 -> 

z , App 1 1 


c 


34 


15. 


2 


69 . 


, i 


116966 


4 


US -09 -94 9 -01 7RR7 

<y *y \J y y 1 y \J A. \y A. / y y / 


CT om i on 00 


1 tcc-i A 
1 / JJ / , t\ 


c 


35 


15. 


2 


69 . 


, i 


229354 


4 


US -09 -7 0S -4 00 -64 


C? om i on 00 


(Z A Annl 

oft , Appi 


c 


36 


15 


68 . 


2 


1572 


4 


US -09 - 4 8 9 - 0~*9A- R71 4 

<y \J y i. kj ZJ v J yr\. y / X t: 


Corn ionpD 


CTI /l An 
D / X ft , Ap 


c 


37 


14 . 


8 


67 . 


3 


927 


1 


US -08-499-568-1 




1 Zi nn 1 i 

1 , /\ppx X 


c 


38 


14 . 


8 


67 , 


3 


927 


1 


US-08-793-958-1 

w v *j t y y y y \j a. 




1 A nn 1 "i 

x / M.ppx X 


c 


39 


14 . 


8 


67. 


3 


930 


4 


US-09-134-000C-3208 




32 08 An 

y /l, \j kj t -**p 


c 


40 


14 . 


8 


67. 


.3 


1180 


4 


US-09-247-890-2 


Sequence 


2, Appli 


c 


41 


14. 


8 


.67. 


3 


1180 


4 


US-09-724-969-2 


Sequence 


2, Appli 


c 


42 


14 . 


8 


67. 


3 


1180 


4 


US-09-724-852-2 


Sequence 


2, Appli 


c 


43 


14 . 


8 


67. 


3 


1185 


4 


US-09-247-890-1 


Sequence 


1, Appli 


c 


44 


14 . 


8 


67. 


3 


1185 


4 


US-09-724-969-1 


Sequence 


1, Appli 


c 


45 


14 . 


8 


67. 


3 


1185 


4 


US-09-724-852-1 


Sequence 


1, Appli 



GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



July 12 , 2005, 11:13:07 ; Search time 32.005 Seconds 

(without alignments) 
4315.680 Million cell updates/sec 

US-10-074-246-25 
22 

1 gccgtccagtcgttaatgtcgc 22 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



6330945 seqs, 3139162390 residues 



Total number of hits satisfying chosen parameters: 12661890 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : Published_Applications_NA: * 

1 : / cgn2_6 /p t oda t a / 2 /pubpna /US 0 7_PUBCOMB . seq : * 

2: / cgn2_6/ptodata/2 /pubpna/ PCT_NEW_PUB. seq: * 

3 : /cgn2_6/ptodata/2/pubpna/US06_NEW_PUB. seq: * 

4 : /cgn2_6/ptodata/2/pubpna/US06_PUBCOMB.seq:* 

5 : /cgn2_6/ptodata/2/pubpna/US07_NEW_PUB. seq: * 

6 : / cgn2_6 /p t oda t a / 2 /pubpna / PCTUS_PUBCOMB . s eq : * 

7 : /cgn2_6/ptodata/2/pubpna/US08_NEW_PUB. seq: * 

8 : ./cgn2_6/ptodata/2/pubpna/US08_PUBCOMB.seq: * 

9 : /cgn2_6/ptodata/2 /pubpna/US09A_PUBCOMB . seq : * 
10 : /cgn2_6/ptodata/2/pubpna/US09B_PUBCOMB. seq: * 
11 : /cgn2_6/ptodata/2/pubpna/US09C_PUBCOMB. seq: * 
12 : /cgn2_6/ptodata/2/pubpna/US09_NEW_PUB. seq: * 
13 : /cgn2_6/ptodata/2/pubpna/US10A_PUBCOMB. seq: * 
14 : /cgn2_6/ptodata/2/pubpna/US10B_PUBCOMB.seq: * 
15 : /cgn2_6/ptodata/2/pubpna/US10C_PUBCOMB.seq: * 
16: / cgn2_6 / p t oda t a / 2 /pubpna / US 1 0 D_PUBC0MB .seq:* 
17: / cgn2_6 /p t oda t a / 2 /pubpna /US 1 0 E_PUBCOMB . seq : * 
18 : /cgn2_6/ptodata/2/pubpna/US10F_PUBCOMB. seq: * 
19 : /cgn2_6/ptodata/2/pubpna/US10G_PUBCOMB. seq: * 
20: / cgn2_6 /p t oda t a / 2 /pubpna /US 1 0H_PUBCOMB . s eq : * 
21 : /cgn2_6/ptodata/2/pubpna/US10I_PUBCOMB. seq: * 
22 : /cgn2_6/ptodata/2/pubpna/US10_NEW_PUB. seq: * 
23 : /cgn2_6/ptodata/2/pubpna/USHA_PUBCOMB. seq: * 
24 : /cgn2_6/ptodata/2/pubpna/USll_NEW_PUB. seq: * 
2 5 : /cgn2_6 /ptoda t a / 2 /pubpna /US6 0_NEW_PUB . seq : * 
26 : /cgn2_6/ptodata/2/pubpna/US60_PUBCOMB . seq : * 

Pred. No. is the number of results predicted by chance to have a 



score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 





1 

-L 


22 


1 on 


0 

. u 


99 
z z 


9 


US-09-817-014-72 


Sequence 72, Appl 




2 


22 


1 00 


0 


99 


14 


US-10-074-246-25 


Sequence 


25, Appl 




7 


22 


1 00 

X \J \J 




99 


16 


US-10-056-229-72 


Sequence 


72, Appl 




4 


22 


1 00 

X \J \J 


0 


94 
z 1 


14 


US-10-074-246-48 


Sequence 


48, Appl 




R 


22 


1 00 

X \J \J 


0 


fi9ft 

VJ ^ O 


14 


US-10-074-246-66 


Sequence 


66, Appl 






22 


1 00 

X \) \J 




ft 09 
0 uz 


14 


US-10-074-246-65 


Sequence 


65, Appl 




7 


19 


ft 

O D 


A 

. T 


. x 


14 


US-10-074-246-52 


Sequence 


52, Appl 


c 


ft 

0 


T Q 


Q 
. O 


ft R 
0 ~j 


. J 


O Z / D 


9 


US-09-280-197-4 


Sequence 4, Appli 


c 


Q 
-? 


1 ft 
X O 


Q 


ft R 




797£ 

O Z / D 


9 


US-09-423-126-8 


Sequence 8, Appli 


Q 




1 O 


Q 
. O 


ft R 






17 


US-10-448-139-4 


Sequence 


4, Appli 


<— 


1 t 

X X 


1 Q 
X O 


Q 
. O 


ft R 




797 A 


21 


US-10-879-638-8 


Sequence 


8, Appli 




1 9 


1 1 
X / 


Q 


ft 0 
0 u 


Q 

. y 


91 ftft09 

Z X O O \J z 


21 


US-10-897-508-1 


Sequence 


1, Appli 


p 


1 7 

X 0 


1 7 
X 1 


. z 


7ft 
/ 0 


9 
. z 


Q09 R^Oft 


15 US-10-156-761-1 


Sequence 1, Appl: 




"1 4 
x 1 


1 O 


A 

. 4 


74 


c 


74 7 


zu 


Ub-lU-4zD-llb-17jzD7- 


Sequence 


173257 , 


\~ 


1 R 

X J 


1 C 


. z 


77 


. 0 


4 Oft 


z U 


T TO 1 C\ /IOC TTC 1 1 O *5 A C 

• Ub-lU-4zb-llb-llzJ4b 


Sequence 


112345 , 


c 


X 0 


1 a 
lb 


. Z 


7"* 


. D 


1 1 4 R 
111 j 


1 J 


TTC* 1A 1 Oil ~\ S~ ~) C\ A A 

US- 10- 194 -163-944. 


Sequence 


944, App 


c 


1 7 
x / 


lb 


. Z 


77 


. D 


1 7ftO 
lOO U 


1 cr 

lb 


Ub-10-lbb-7bl-5958 


Sequence 


5958, Ap 




1 ft 

X 0 


1 c 

lb 


. z 


77 


. D 


9 07ft k 
z u 1 0 


9 0 
z u 


UolU4ZD-XXD-DX /4J 


Sequence 


bl74i, A 


(~> 


X J 


lb 


. z 


77 


c 
■ D 


9 Oft R 


20 


US-10-739-930-2710 


Sequence 


2710, Ap 




20 


1 c 
1 0 


Q 
. O 


71 


O 

. O 


9 R 

Z D 


21 


US- 10-719 -900- 182550 


Sequence 


182550, 


r~> 
L 


9 1 

Z X 


lb 


O 
. O 


7 1 

/X 


Q 
. O 


4 lb 


20 


US-10-425-115-5185 


Sequence 


5185, Ap 


c 

<w 


99 


lb 


O 
. O 


7 1 

/ x , 


O 

. O 


£1 7 


20 


US-10-653-047-730 


Sequence 


730, App 


r* 

V— 


9 7 


1 D 


O 
• O 


7 1 

/ X . 


O 

. O 


1 H4 1 


11 


US-09-758-759-12 


Sequence 


12, Appl 




94 


1 R 

x O 


O 
. O 


7 1 

/ x . 


O 

. O 


1 H4 4 


17 


US-10-107-431-56 


Sequence 


56, Appl 




9R 

Z D 


15 


.8 


7 1 

/ x . 


O 
O 


114 0 


20 


US-10-363-345A-8611 


Sequence 


8611, Ap 


L. 


96 
z 0 


15 


.8 


7 1 

/ X , 


O 
. O 


114 0 
x X U 


20 


US-10-363-345A-8612 


Sequence 


8612, Ap 




97 


15 


. 8 


7 1 

/ X . 


Q 
. O 


1 1 4 n 

X X 4 u 


21 


US-10-363-483A-8611 


Sequence 


8611, Ap 


L, 


9ft 
z 0 


15 


.8 


7 1 

/ x . 


Q 

. O 


i i a n 


21 


US-10-363-483A-8612 


Sequence 


8612, Ap 




9 Q 
z -? 


15 


.8 


71 

/ X . 


O 

, O 


1 7 T7 
XJ / / 


17 


US-10-282-122A-41735 


Sequence 


41735, A 




70 


15 


.8 


7 1 

/ x , 


O 
. O 


14 10 


18 


US-10-417-700A-56 


Sequence 


56, Appl 




31 


15 


.8 


71 


8 


777ft 


17 


US- 10-282 -122A-23.934 


Sequence 


23934, A 


c 


32 


15 


.8 


71, 


.8 


4316 


17 


US-10-320-797-324 


Sequence 


324, App 




33 


15 


.8 


71, 


.8 


37116 


17 


US-10-107-431-279 


Sequence 


279, App 


c 


34 


15 


.8 


71 . 


.8 


109519 


11 


US-09-758-759-1 


Sequence 


1, Appli 


c 


35 


15 


.6 


70. 


. 9 


25 


21 


US-10-719-900-527126 


' Sequence 


527126, 


c 


36 


15 


. 6 


70. 


. 9 


118 


20 


US-10-425-115-150443 


Sequence 


150443, 


c 


37 


15 


.6 


70. 


. 9 


294 


20 


US-10-425-115-70317 


Sequence 


70317, A 


c 


38 


15 


.6 


70. 


. 9 


510 


20 


US-10-425-115-125969 


Sequence 


125969, 




39 


15 


.6 


70. 


. 9 


624 


20 


US-10-425-115-23654 


Sequence 


23654, A 




40 


15 


.6 


70. 


. 9 


690 


20 


US-10-363-345A-11449 


Sequence 


11449, A 


c 


41 


15 


.6 


70. 


9 


690 


20 


US-10-363-345A-11450 


Sequence 


11450, A 




42 


15 


.6 


70. 


9 


690 


21 


US-10-363-483A-11449 


Sequence 


11449, A 


c 


43 


15 


.6 


70. 


9 


690 


21 


US-10-363-483A-11450 


Sequence 


11450, A 




44 


15 


.6 


70. 


9 


925 


17 


US-10-369-493-32578 


Sequence 


32578, A 


c 


45 


15 


.6 


70. 


9 


1358 


18 


US-10-424-599-35716 


Sequence 


35716, A 



GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 



July 12, 2005, 10:06:45 ; Search time 173.874 Seconds 

(without alignments) 
4816.222 Million cell updates/sec 

US-10-074-246-25 
22 

1 gccgtccagtcgttaatgtcgc 22 



Scoring table: 



I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 



Searched : 



34239544 seqs, 19032134700 residues 



Total number of hits satisfying chosen parameters: 



68479088 



Minimum DB- seq length: 0 

Maximum DB seq length: 2000000000 



Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : EST:* 



1 


gb_estl : 


★ 


2 


gb_est2 : 


* 


3 


gb_htc: * 




4 


gb_est3 : 




5 


gb_est4 : 


★ 


6 


gb_est5 : 


* 


7 


gb_est6: 


★ 


8 


gb_gssl : 


★ 


9 


gb_gss2 : 


★ 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



c 


1 


19 


4 


88 


2 


497 


7 


CK101783 


CK101783 


F118P27 . 5 




2 


17 


8 


80 


9 


452 


6 


CF026765 


CF026765 


QCBllfl2 . 


c 


3 


17 


8 


80 


9 


' 1143 


9 


AG175746 


AG175746 


Pan trogl 


c 


4 


17 


2 


78 


2 


402 


7 


C0134696 


C0134696 


EST829367 


c 


5 


17 


2 


78 


2 


428 


7 


C0137596 


C0137596 


EST832267 


c 


6 


17 


2 


78 


2 


557 


8 


AZ396799 


AZ396799 


1M0161E03 


c 


7 


17 


2 


78 


2 


664 


9 


AG180620 


AG180620 


Pan trogl 




8 


17 


2 


78 


2 


852 


7 


CK416341 


CK416341 


AUF_IpInt 




9 


17 


2 


78 


2 


879 


8 


AQ271729 


AQ271729 


nbxb0026J 



Q 


10 


17 


.2 


7ft 


9 
. z 


94 9 

-7*± y 


9 
y 


PNF C. 07 OTW 

V-.1N O VJ / VJ U V 


AT. 4 9 74 97 


I / cIlvU vjl 




11 


17 


77 


7 


ft 94 


9 


PTvJC;07HR0 


AT. 944 057 


Tot* rapHpn 




12 


16 

J- o 


. 8 


76 


4 


331 


3 


AZ71 9954 


A771 9954 


RPPT -94-1 


Q 




1 6 


Q 
- O 


76 


4 


74 1 

j 1 X 


o 
o 


a 7 6 9 0 1 96 


A769 HI 7C 


lrlvJ^tDzFlU 




14 


16 


. 8 


76 


4 


4 7 7 
*± j j 


ft 
o 


A77 1 69ft 9 


A771 69ft 9 


D DPT - 9 A - 1 




15 

X J 


16 

J- D 


. 8 


76 


4 


547 


ft 
o 


A79D 1 797 


A79H1 791 


D DPT 7/1 1 




16 


16 


. 8 


76 


, 4 


806 


3 


A7717730 


A771 7770 


RDPT -94-1 


c 


17 


16 


. 8 


76 


, 4 


1350 


9 


Af;79R951 


AH7 9ft 9 R 1 


Mi i o mi i c? t 
rllio IUUSCU 


c 


18 


16 


. 8 


76 


, 4 


164 9 


9 




AflO 9 ft 04 6 

tWJ \) y O VJ rr D 


trail CxvJyl 


c 


19 


16 


t 4 


74 


. _j 


215 


4 


RH 7 4 9 9 71 


RH74 99 71 


94 707 Om 9 




20 


16 


. 4 


74 


. 5 


363 


4 


RC;7 4 99 7 0 


RP1 74 99 7 0 


94707 0R1 9 


c 


21 


1 6 

X o 


t 4 


74 . 


. 5 


416 


7 


P05 94 9ft 6 


Pf)594Qft6 
wJi 1 jOO 


7 R7 O 1 16 
jj jU 1 ID 


c 


22 


1 6 


_ 4 


74 . 


. 5 


431 


4 


RT97751 0 


RT 977 51 0 

D X Z. / j jlU 


9A9096EM 9 
i7fii7vjZDEjlZ 




23 

-o -J 


1 6 

X D 


4 


74 


. -> 


44ft 


D 


RV76R91 9 

DA / D J ZJ X Z 


DA / ODJ ±Z 


da / bby Iz 




24 


16 


m 4 


74 


. _> 


4 79 


a 
o 


PR9 7 ft 9 9 ft 


PR 9 7 Q Q Q Q 
Ldz / o yy o 


rujyouy . y 




25 


16 


_ 4 


74 


. 


51 5 

J 1 J 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



July 12, 2005, 07:50:25 ; Search time 164.059 Seconds 

(without alignments) 
7088.436 Million cell updates/sec 

US-10-074-246-48 
24 

1 cggccgtccagtcgttaatgtcgc 24 

I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



4708233 seqs, 24227607955 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 
Maximum DB seq length: 2000000000 
« 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



9416466 



Database 



GenEmbl : * 

1 : gb_ba : * 

2 : gb_htg : * 

3 : gb_in : * 

4 : gb_om : * 

5 : gb_OV : * 

6 : gbjpat : * 

7 : gb_ph : * 

8 : gb_pl : * 

9 : gb_pr : * 

10: gb_ro:* 

11: gb_StS:* 

12: gb_sy:* 

13: gb_un:* 

14 : gb_vi : * 



Pred. No. is the number of results predicted by chance to have a., 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB • ID 



Description 



1 24 100.0 24 6 AX513119 AX513119 Sequence 

2 24 100.0 323 6 BD171699 BD171699 Identific 

3 24 100.0 369 6 BD171700 BD171700 Identific 
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Perfect score: 
Sequence : 



24 

1 cggccgtccagtcgttaatgtcgc 24 



Scoring table: I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 4390206 seqs, 2959870667 residues 

Total number of hits satisfying chosen parameters: 8780412 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : N_Geneseq_16Dec04 : * 

1 : geneseqnl980s : * 
2: geneseqnl990s : * 
3 : geneseqn2000s : * 
4: geneseqn2001as : * 

5 : geneseqn2001bs : * 

6 : geneseqn2002as : * 
7: geneseqn2002bs : * 
8: geneseqn2003as : * 
9 : geneseqn2003bs : * 
10: geneseqn2003cs : * 
11: ' geneseqn2003ds : * 
12: geneseqn2004as : * 
13 : geneseqn2 004bs : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 
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GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 

Run on: July 12, 2005 # 10:18:20 ; Search time 8.47584 Seconds 

(without alignments) 
4633.247 Million cell updates/sec 

Title: US- 10- 074 -246-48 

Perfect score: 24 

Sequence: 1 cggccgtccagtcgttaatgtcgc 24 



Scoring table: I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 1202784 seqs , 818138359 residues 



Total number of hits satisfying chosen parameters: 2405568 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB. seq : * 

2: /cgn2_6/ptodata/l/ina/5B_COMB. seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4: t /cgn2_6/ptodata/l/ina/6B_COMB. seq: * 

5: /cgn2_6/ptodata/l/ina/PCTUS_COMB.seq: * 

6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

o 
o 

Result Query 

No. Score Match Length DB ID Description 
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US-09-103-840A-2 


Sequence 2, Appl 
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Sequence 1, Appl 
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Sequence 562, App 




6 


18 


.2 


75 


8 


229354 


4 
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Sequence 64, Appl 
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11 


16 


.6 


69 


2 


1145 


3 


US-09-221-017B-944 


Sequence 944, App 




12 


16 


.6 


69 


2 


1557 


3 


US-07-852-132A-12 


Sequence 12, Appl 





13 


16 . 6 


69 

VJ -7 . 


2 


1 SS7 

X J J / 




PPT-U C 591 - 01 797-1 9 


OcLJUcIlLc 


1 9 Arvnl 

X £* t i-iLJ LJ X 




14 


16 . 6 


69 


2 


1557 


5 


5248670-2 


raLCiiL iMvj . 


S948670 




15 


16 . 6 


69 . 


2 


1557 


5 


5248670-2 


Da font - Wn 


S948670 

J^iOD / VJ 




16 


16 6 


69 

VJ Zf . 


2 


SI OS 


4 


11^-09-909-^40-791 

Uu VJ -J J \J £i O^t VJ / ^7 X 


o cLJ ud lv_. c 


7 91 Zirvri 




17 


if; 6 


69 

o .j . 




1 S4 74 6 


4 


11^-09-897-688-8 

VJO VJ J? O ^ / OOO O 


ocvjUcIlLc 


Q R nn 1 i 


Q 


18 

J. o 


1 6 9 


67 

Vj / . 




601 

D VJ X 


4 


11^-09-949-01 6-97060 

UiJ VJ J > t J UXD ZjUOv 


CI o/"*n i on o 
OCtJUcIlCc 




Q 


19 


16 . 2 


67 


5 


601 


4 


U^- 09 -94 9 -01 6-1 88 SI 7 

UJ v J J Zf \J X U X O O <J X / 


Qom i onp o 


1 88 SI 7 
lOO jl / / 


c 


90 

VJ 


1 6 9 


67 


S 




*± 


II c 5-09-909-S40-9A41 




^o41, Ap 


L. 


9 1 

£i X 


1 O . Z 


£7 


c. 


ZOO J 


^± 


T TQ - 0 Q - Q4 Q _ HI C R7QQ 


Sequence 


bJoo, Ap 


Q 


22 


16 . 2 


67 

VJ / . 


. _j 


9997 


i 

X 


-08-777-999-6 

VJlJ VJ O J f / £i J £i Q 


jcyUcIlLc 


o , A.pp 1 1 


Q 


23 


16 . 2 


67 


R 

. _) 


9997 




11^-07-989-847-7 


C ofri t on o 
jcvjUcIlCc 


7 , App 1 i 


V»- 


24 


16 2 


67 


R 
. _> 


9997 


_> 


11^ - 08-469-41 1 - 7 

VJfcJ VJO t±Dj7 *±XX / 


ocquence 


7 , App 1 i 


Q 


25 


16 . 2 


67 

o 1 • 




9997 


4 


IJ c 5-09-780-601A-7 

vjt_? vj ^ / O VJ O VJ XJ-1 / 


Q o/^n i on o 


"7 A. r^n 1 t 
/ , Kppi X 


c 


96 


J. O - 


67 

VJ / i 


c, 

. Z) 


999 7 


o 


SI 87076-S 

JXO/VJ/D O 


Ira UeriL LNO . 


jlo / U / o 


Q 


27 


16.2 


67 


R 

. .J 


9997 


o 


SI 87076-S 
jxo/vj/vj _) 




jlo / U / O 




98 

<o O 


16.2 


67 


. J 


994 7 


4 


11^-09-949-01 6-947 
vjo vj ^ Zf*±y vj x o — z*± / 




f , App 




99 


16 9 


67 


. D 


1604 7 




TIC1-09-909-S40-1 1 7£ 


sequence 


IIjD, Ap 


Q 


30 


16 . 2 


67 


. 5 


158735 


4 


11^-09-949-01 6-1 1 989 

VJO VJJ7 ZJ-t ZJ VJXO XXJOJ? 


Q orti i on ^ o 


nqoq a 

11 JO J , A 


V_ 




J. D . £i 


67 




1 S877S 
XjO /jo 


4. 


TTC_n9-949-01 6-1 71 70 


ocquence 


1 / IjU , A 


v— 




1 6 


66 


7 


4 09 


4 


TI c I-09-909-S40-S978 
uo vj ^ y \j z> jiy jzjo 


C o/"ti i on ^ o 

ocquence 


c; 0 7 Q An 
JO , Ap 


Q 


33 


16 


66 


7 


S4 9 
" ^ 




11^-08-761 -467R-1 0 

VJO VJO OOX T±0/0 X VJ 


Q o/*^i i on /"< o 


1 n Annl 
X VJ , App X 


Q 


34 


16 


66 

w O ■ 


7 


S4 9 
—j " ^ 




ll c J-08-484-779r-1 0 
vjo vjo " o i o «j z. v^ x vj 


Q o/^n i on /~" o 


1U, App x 


Q 


35 


16 


66 


, 7 


615 


3 


11^-08 - 7S7-497-7 

VJO VJO O.J/ M J3 / «J 


Cani lon/^o 


7 Zi nn> 1 i 
o , i-ippx X 


Q 


36 • 


16 

-L O 


66 


7 


61 S 

VJ X J 


4 


11^-09-794 -784A-6 

VJO VJ .J / J/ *± join O 


Qoni lon^o 

ocquenLc 


6 , App 1 i 


Q 


37 


1 6 

X vj 


66 

VJ VJ . 


7 


76S 

/ U .J 


4 


11^-09-948 - 796A-1 849 

VJO VJ Z *± O / JDrt-lOl 3 


ocqUcIlLc 


x o ft y , Ap 


Q 




1 6 


66 

vj u . 


7 


790 

/ J? VJ 




11^-09-767-970-4 

VJO VJZ? .ODO J//VJ1 


occjuciice 


, Appi 1 




39 


16 


66 . 


, 7 


1989 


4 


US-09-534-228B-6 


OCV\J UCll v^ c 


f\ h. riTi 1 "i 
O , i-i^j^jx X 




40 


16 


66. 


. 7 


2101 


4 


US-09-902-540-3956 


Sequence 


3956, Ap 


C 


41 


16 


66. 


. 7 


2345 


3 


US-09-026-673-1 


Sequence 


1, Appli 


C 


42 


16 


66. 


. 7 


2345 


3 


US-09-512-650-1 


Sequence 


1, Appli 


C 


43 


16 


66, 


. 7 


2345 


3 


US-09-480-142-1 


Sequence 


1, Appli 


C 


44 


16 


. 66, 


. 7 


2345 


4 


US-09-573-555-2 


Sequence 


2, Appli 


C 


45 


16 


66. 


. 7 


3544 


2 


US-08-485-139-3 


Sequence 


3, Appli 



GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



July 12, 2005, 11:13:07 ; Search time 34.9145 Seconds 

(without alignments) 
4315.680 Million cell updates/sec 



Title: 

Perfect score 
Sequence: 



US-10-074-246-48 
24 

1 cggccgtccagtcgttaatgtcgc 24 



Scoring table 



I DENT I TY_NUC 
GapOp 10.0 , 



Gapext 1 . 0 



Searched: 



6330945 seqs, 3139162390 residues 



Total number of hits satisfying chosen parameters: 



12661890 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database 



Publ i shed_Appl ica t ions_NA : * 



1 : /cgn2_6/ptodata/2/pubpna/US07_PUBCOMB. seq: * 

. 2 : /cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB . seq : * 

3 : /cgn2_6/ptodata/2/pubpna/US06_NEW_PUB. seq: * 

4 : /cgn2_6/ptodata/2/pubpna/US06_PUBCOMB. seq: * 

5 : /cgn2_6/ptodata/2/pubpna/US07_NEW_PUB . seq: * 

6 : /cgn2_6/ptodata/2 /pubpna/ PCTUS__PUBCOMB . seq : * 

7 : /cgn2_6/ptodata/2/pubpna/US08_NEW_PUB. seq: * 

8 : /cgn2_6/ptodata/2/pubpna/US08_PUBCOMB. seq: * 

9 : /cgn2_6/ptodata/2/pubpna/US09A_PUBCOMB. seq: * 
10 : /cgn2_6/ptodata/2/pubpna/US09B_PUBCOMB . seq : * 
11 : /cgn2_6/ptodata/2/pubpna/US09C_PUBCOMB . seq : * 
12 : /cgn2_6/ptodata/2/pubpna/US09_NEW_PUB. seq: * 
13 : /cgn2_6/ptodata/2/pubpna/US10A_PUBCOMB. seq: * 
14" : /cgn2_6/ptodata/2/pubpna/US10B_PUBCOMB . seq : * 
15 : /cgn2_6/ptodata/2/pubpna/US10C_PUBCOMB. seq: * 
16 : /cgn2_6/ptodata/2/pubpna/US10D_PUBCOMB . seq : * 
17 : /cgn2_6/ptodata/2/pubpna/US10E_PUBCOMB. seq: * 
18 : /cgn2_6/ptodata/2/pubpna/US10F_PUBCOMB. seq: * 
19 : /cgn2_6/ptodata/2/pubpna/US10G_PUBCOMB . seq : * 
2 0 : /cgn2_6 /ptoda t a / 2 /pubpna /US 1 0H_PUBCOMB . seq : * 
21 : /cgn2_6/ptodata/2/pubpna/US10I_PUBCOMB. seq: * 
22 : /cgn2_6/ptodata/2/pubpna/US10_NEW_PUB. seq: * 
23 : /cgn2_6/ptodata/2/pubpna/USHA_PUBCOMB. seq:* 
24 : /cgn2_6/ptodata/2/pubpna/USllJtfEW_PUB. seq: * 
25: / cgn2_6 /p t oda t a / 2 /pubpna /US 6 0_NEW_PUB . s eq : * 
26 : /cgn2_6/ptodata/2/pubpna/US60_PUBCOMB. seq: * 



Pred. No. is the number of results predicted by chance to have a 



score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 





1 


24 


100. 


. 0 


24 


14 


US-10-074-246-48 


Sequence 


48, Appl 




2 


24 


100. 


, 0 


628 


14 


US-10-074-246-66 


Sequence 


66, Appl 




3 


24 


100. 


. 0 


802 


14 


US-10-074-246-65 


Sequence 


65, Appl 




4 


22 


91. 


, 7 


22 


9 


US-09-817-014-72 


Sequence 72, Appl 




5 


22 


91. 


. 7 


22 


14 


US-10-074-246-25 


Sequence 


25, Appl 




6 


22 


91. 


. 7 


22 


16 


US-10-056-229-72 


Sequence 


72, Appl 


c 


7 


19 


.2 


80. 


, 0 


9025608 


15 US-10-156-761-1 


Sequence 1, Appli 




8 


19 


79. 


2 


19 


14 


t in 1 n r\-t a o a (Z 

Ub-lU-U74 -Z46-DZ 


Sequence 


52, Appl 


c 


9 • 


1 Q 

lo 


Q 
- O 


78 . 


3 


3276 


Q 

y 


T TO AO OOA TOO /I 

ub-uy-zou-iy / - 4 


Sequence 4, Appli 


c 


10 


1 Q 

lo 


Q 
. O 


78 . 


3 


3276 


y 


TIC fiQ j4 O *3 1 O 

Ub-Uy -4zJ-lzb-o 


Sequence 8, Appli 


c 


11 


1 Q 

lo 


Q 

. o 


78. 


.3 


3276 


i / 


Ub-lU-44o-ljy-4 


Sequence 


4, Appli 


c 


12 


1 Q 

lo 


o 
. o 


78. 


.3 


3276 


O 1 
z 1 


TIC in QTQ CJQ Q 

Ub-lU-o / y-bJo-o 


Sequence 


8, Appli 




13 


1 O 


. Z 


75. 


,8 


218802 


O 1 
z 1 


T to in QOT c n o 1 
Ub-lU-oy / -bUo-1 


Sequence 


1, Appli 


c 


14 


1 H 
1 / 


. b 


73 . 


.3 


416 


z u 


t tc in /toe iic: c i o c 
Ub-lU-4z3-llb-DloD 


Sequence 


5185, Ap 




15 


i n 


. b 


73 . 


.3 


2163 


1 Q 

i y 


tic in a in qci i cci o 
Ub-lU-4J / -ybJ-lDDlo 


Sequence 


15518, A 


c 


16 


1 1 
1 1 


. b 


73 , 


3 


20000 


i n 
1 u 


TTC HQ QQO nnQ 1 

ub-uy-yyz-uuy-i 


Sequence 


1, Appli 




17 


1 *7 
1 / 


c 
. o 


73. 


.3 


87563 


1 A 

14 


ttc in ii/i i *7 n en 
Ub -1U-114-1 / U - b / 


Sequence 


57, Appl 


c 


18 


i n 
1 / 


A 

. 4 


72 . 


. 5 


216 


1 *7 
1 / 


t tc in o c o oiq en 
Ub-lU- J bo -oly-bO 


Sequence 


50, Appl 


c 


19 


± / 


. z 


71 . 


. 7 


1380 


1 D 


TTC in ICTzT H C~i CQCQ 
Uo-iU-lDD - / bl-DyDO 


Sequence 


5958, Ap 


c 


20 


1 £ 
1 D 


. b 


69. 


.2 


25 


9 1 
Z ± 


TTC 10 71 Q QAA COT1 

ub - 1 u - /iy-yuu-Dz / izb 


Sequence 


527126, 




21 


1 £ 

lb 


. b 


69. 


.2 


1098 


1 C 
1 3 


TTC in IRC 7C1 yl O A 

Ub-lU-lDb - / bl -4 j4 


Sequence 


434, App 


c 


22 


lb 


. b 


69. 


.2 


1145 


1 J 


TTC in 1Qj4 1 £ *3 OA A 

Ub-lU-iy4-lbJ-y44 


Sequence 


944, App 




23 




. D 


69. 


.2 


1425 


Q 

y 


TTC nQ T1Q £CO£ 1 A Q~l 

Ub-vjy - / Jo-dzd-j4oj 


Sequence 3483, Ap 




24 


16 


.6 


69, 


,2 


1554 




T TC? _ l D-7ft1 - 014-7^ 

W O J.U fO± \Jj. t ± iJ 


Sequence 


73, Appl 


c 


25 


16 


.6 


69. 


, 2 


1554 


20 


US-10-425-115-13416 


Sequence 


13416, A 


c 


26 


16 


.6 


69. 


, 2 


2787 


19 


US-10-466-085A-6 


Sequence 


6, Appli 


c 


27 


16 


.6 


69. 


.2 


5811 


19 


US-10-466-085A-32 


Sequence 


32, Appl 


c 


28 


16 


.6 


69. 


.2 


'85692 


18 


US-10-461-194-1 


Sequence 


1, Appli 


c 


29 


16 


.6 


69. 


.2 


154746 


10 


US-09-827-688-8 


Sequence 


8, Appli 


c 


30 


16 


.6 


69, 


,2 


3309400 


9 


US-09-738-626-1 


Sequence 


1, Appli 




31 


16 


.4 


68. 


.3 


743 


20 


US-10-425-115-173257 


Sequence 


173257, 


c 


32 


16 


.2 


67. 


. 5 


25 


21 


US-10-956-157-174238 


Sequence 


174238, 


c 


33 


16 


.2 


67. 


. 5 


25 


21 


US-10-956-157-216105 


Sequence 


216105, 


c 


34 


16 


.2 


67. 


, 5 


397 


17 


US- 1 0-242 -535A-33 196 


Sequence 


33196, A 


c 


35 


16 


.2 


67. 


, 5 


397 


18 


US-10-085-783A-33196 


Sequence 


33196, A 


c 


36 


16 


.2 


67. 


. 5 


408 


20 


US-10-425-115-112345 


Sequence 


112345, 




37 


16 


.2 


67. 


. 5 


472 


21 


US-10-505-680-688 


Sequence 


688, App 


c 


38 


16 


.2 


67. 


, 5 


600 


21 


US-10-956-157-5912 


Sequence 


5912, Ap 


c 


39 


16 


.2 


67. 


. 5 


2078 


20 


US-10-425-115-51743 


Sequence 


51743, A 


c 


40 


16 


.2 


67, 


.5 


2085 


20 


US-10-739-930-2710 


Sequence 


2710, Ap 


c 


41 


16 


.2 


67. 


. 5 


2923 


15 


US-10-101-510-7 


Sequence 


7, Appli 


c 


42 


16 


.2 


67. 


. 5 


2923 


17 


US-10-366-345-14 


Sequence 


14, Appl 


c 


43 


16 


.2 


67. 


, 5 


2923 


17 


US-10-375-150-7 


Sequence 


7, Appli 


c 


44 


16 


.2 


67. 


5 


2943 


21 


US-10-956-157-677 


Sequence 


677, App 




45 


16 


.2 


67. 


5 


3133 


17 


US-10-291-265-108 


Sequence 


108, App 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 

Run on: July 12, 2005, 10:06:45 ; Search time 189.68 Seconds 

(without alignments) 
4816.222 Million cell updates/sec 

US-10-074-246-48 
24 

1 cggccgtccagtcgttaatgtcgc 24 



Title: 

Perfect score: 
Sequence : 

Scoring table:' 



I DENTI TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 34239544 seqs, 19032134700 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



68479088 



Database 



EST: 



gb_estl : * 
gb_est2 : * 
gb_htc : * 
gb_est3 : * 
gb_est4 : * 
gb_est5 : * 
gb_est6 : * 
gb_gssl : * 
gb_gss2 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 

NO. 



Score 



Query 

Match Length DB 



ID 



Description 



c 


1 


19 


4 


80 


8 


497 


7 


CK101783 


CK101783 


F118P27.5 




2 


18 


2 


75 


8 


452 


6 


CF026765 


CF026765 


QCBllf 12 . 


c 


3 


18 


2 


75 


8 


664 


9 


AG180620 


AG180620 


Pan trogl 


c 


4 


18 


2 


75 


8 


949 


9 


CNS070DV 


AL423497 


T7 end of 




5 


17 


8 


74 


2 


987 


9 


CNS01U2 J 


AL167284 


Tetraodon 


c 


6 


17 


8 


74 


2 


1143 


9 


AG175746 


AG175746 


Pan trogl 




7 


17 


6 


73 


3 


280 


6 


CA081232 


CA081232 


SCACAM204 


c 


8 


17 


6 


73 


3 


314 


8 


BH882141 


BH882141 


hw35d05.b 



L. 


Q 


1 7 

X / . 


cz 


7 7 


3 


7ft 7 

JO J 


q 
z> 


m99 Qft 7R 


pp o 9 q ft 7 R 

LLzzz y o / o 


ApT.j a \r CZ 0 TU 
ULWAKb 3 1 rl 


/— 
v_ 




1 7 

X / . 


CZ 


7 7 


7 

z> 


A C\ 0 
ri U Z 


7 


PHI 7 4 £ Q A 
V^VJX O fx D -? D 


LUX J 4 oy D 


DCTQ 9 q 7 d 7 

Co i oz y Jb / 


c 


X X 


1 7 

x / . 




77 

/ Zj . 


-i 

z> 


AO A 
ft Z ft 


o 
o 


R7774 7 R 7 

OZj / / ft / JJ 


R7774 7R7 
OZi / /ft / DJ 


X X 4 yjJX X . JJ 


u. 


1 9 
X z 


1 7 

X / . 


. D 


7 7 


-> 
z> 


4 9ft 
ft Z C5 


n 
I 


pft i 7 c q r 


pp 1 7 7 r q £T 

lu ij / d y D 


Eib 1 o3z z b / 




1 7 
x o 


1 7 

x / . 


CZ 


77 


o 

-J 


4R7 
ft D / 


o 

z 


DlliO X DO Z U 


QTTR 1 CZ. ft 9 ft 
DCiJ X D O Z U 


WUX?CZO(\ T\C\ 




X *i 


1 7 

x / , 


. D 


77 


-5 


R A n 
Dfi U 


ft 


R.T9 1 4 1 £ ft 
£3U Z X ft X O U 


13 T9 1 A 1 C ft 
t5U Z X4 XDU 


■Q TO T A 1 £ ft 

BJ z X4 XbU 




X J 


1 7 

x / , 


C 
. D 


7? 


-1 

, ,3 


R4 ft 
jft O 


Q 


PH979Q1 Q 


PT 1 9 79 Q 1 q 

Lb z / z y x y 


PP TaT V P C C TU 
UvjvMi\Lbb 1 M. 


p 


X D 


1 7 

x / . 


. O 


7 7 


o 


& c\ n 


Q 
0 


R7£ 1 Q4 ft ft 
XDZiD X y ft O U 


D7t i q a ft ft 
£>4i D X 4 o U 


ly 3 /dU / . D 




1 7 
X / 


T 7 

X / . 


CZ 
. D 


7 7 




£ ft n 


Q 
O 


dZid x y ft c> x 


D4!bxy4o x 


ig3 /ao / . g 


ri 

U 


1 ft 
X o 


T 7 

X / . 


CZ 


7 7 


-3 


£1 7 


A 
ft 


R T7 ft ftA R q 

du j u Uf± -D y 


n T'i ft ft a r q 
dj j UU4 oy 


T3 TOP.A/1 CO 

BU3UU4 by 


L. 


1 Q 
x y 


T 7 

X / . 


. D 


7 7 


7 


£ 7 ft 
DjU 


ft 


T3 79 A A A A 7 
Dj Z ft ft ft ft / 


bj z4 4 4 4 / 


O TO A A A A 1 

BJz44 4 4 / 


L 


o n 
z u 


1 7 

X / i 


(Z 


7 7 


-> 
. J 


04 X 




dj z d ddu y 


oJzDbbUy 


BJzbDbOy 




9 1 

z X 


1 7 

X / 


. D 


7 7 




(Z R ft 


Q 
O 


duo i q ft ft i 


DUO 1 Q f\ ft 1 

Brio Xy UUX 


BALFFIz -K. 




99 

z z 


X / 


(Z 


7 7 


o 

. J 


DjO 


Q 


Loo z ft / X4 


LL>oz4 /14 
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AZ396799 


1M0161E03 


c 


41 


17 


.2 


• 71, 


. 7 


583 


7 


C0661192 


C0661192 


DG31-190g 


c 


42 


17 


.2 


71, 


. 7 


649 


1 


AI297657 


AI297657 


LP12009.5 


c 


43 


17 


.2 


71, 


. 7 


651 


1 


AI260496 


AI260496 


LP04383.5 


c 


44 


17 


.2 


71 , 


. 7 


660 


7 


CR369078 


CR369078 


CR369078 


c 


45 


17 


.2 


71 , 


.7 


667 


4 


BI588806 


BI588806 


RH30239.5 



Title: 

Perfect score: 
Sequence: 



US-10-074-246-52 
19 

1 ccgtccagtcgttaatgtc 19 



Scoring table: I DENTI TY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 4.708233 seqs, 24227607955 residues 

' Total number of hits satisfying chosen parameters: 9416466 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 4 5 summaries 

Database : GenEmbl : * 



1 




gb_ba : * 


2 




gb_htg : * 


3 




gb_in : * 


4 




gb om : * 


5 




gb_ov : * 


6 




gb_pat : * 


7 




gb_ph : * 


8 




gb_pl : * 


9 




gb_pr : * 


10: 


gb_ro : * 


11: 


gb_sts : * 


12: 


gb_sy : * 


13: 


gb_un : * 


14 : 


gb vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 

NO. 


Score 


Query 

Match Length 


DB 


ID 


Description 


1 


19 


100 


0 


19 


6 


AX513123 


AX513123 


Sequence 


2 


19 


100 


0 


22 


6 


BD171663 


BD171663 


Identif ic 


3 


19 


100 


0 


22 


6 


AX278539 


AX278539 


Sequence 


4 


19 


100 


0 


22 


6 


AX513096 


AX513096 


Sequence 


5 • 


19 


100 


0 


24 


6 


AX513119 


AX513119 


Sequence 


6 


19 


100 


0 


323 


6 


BD171699 


BD171699 


Identif ic 


7 


19 


100 


0 


369 


6 


BD171700 


BD171700 


Identif ic 


8 


19 


100 


0 


611 


6 


BD171688 


BD171688 


Identif ic 


9 


19 


100 


0 


. 611 


6 


BD171689 


BD171689 


Identif ic 


10 


19 


100 


0 


628 


6 


AX513137 


AX513137 


Sequence 


. 11 


19 


100 


0 


802 


6 


AX513136 


AX513136 


Sequence 


12 


19 


100 


0 


110000 


1 


AE000516 10 


Continuation (11 o 


13 


19 


100 


0 


327650 


1 


BX248337 


BX248337 


Mycobacte 


14 


19 


100 


0 


349306 


1 


BX842575 


BX842575 


Mycobacte 



c 


15 


17 


.4 


91 


. 6 


214922 


2 


ATI R0991 


API R0QQ1 Rnc t-anr*n 


c 


16 
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. 4 


86 


. 3 
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19 
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1145 
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ft 
. O 


83 


. 2 


1362 


5 


AX07ft4ftft 


AY07ft4ftft CofTiionpo 


c 


21 


1 R 


ft 


83 


. 2 


3276 




A44223 


A44991 Corn ion r'O 4 


c 


22 


1 R 


ft 
• o 
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3276 
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1 D 
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AY009ft£9 
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9 
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AiiUUo /bo baimoneii 
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1 R 
1 D 


ft 
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2 


709 QO 

/ Zi Z7 VJ 


9 

Z 


API 0 Oft 1 1 


ALiuuojj Homo sapi 
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1 R 
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ft 
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2 
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ALuyyyui mus tnuscu 


Q 
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ALuyyyu j jyius muscu 
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16 
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Q 


ALUU jlo j 
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aluudIdd Homo sapi 
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39 


15 


.8 


83 . 


. 2 


159681 


10 


AC132088 


AP1190ftft Mhq 01110^11 


c 


40 


15 


.8 


83. 


.2 


160042 


2 


AL365211 


AL365211 Homo sapi 




41 


15 


.8 


83. 


.2 


162167 


2 


AC019271 


AC019271 Homo sapi 


c 


42 


15 


.8 


83, 


.2 


162167 


2 


AC019271 


AC019271 Homo sapi 


c 


43 


15 


.8 


83 , 


.2 


169393 


9 


AC146016 


AC146016 Pan trogl 


c 


44 


15 


.8 


83 . 


.2 


173719 


5 


BX005313 


BX005313 Zebrafish 




45 


15 


.8 


83. 


.2 


174217 


2 


AC021408 


AC0214 08 Homo sapi 



ALIGNMENTS 



GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: July 12, 2005, 07:50:25 ; Search time 22.7553 Seconds 

(without alignments) 
4942.816 Million cell updates/sec 

Title: US-10-074 -246-52 

Perfect score: 19 

Sequence: 1 ccgtccagtcgttaatgtc 19 



Scoring table: 



I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



4390206 seqs, 2959870667 residues 



Total number of hits satisfying chosen parameters: 8780412 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : N_Geneseq_16Dec04 : * 

1 : geneseqnl980s : * 
2 : geneseqnl990s : * 
3 : geneseqn2000s : * 
4 : geneseqn2001as : * 
5 : geneseqn2001bs : * 
6 : geneseqn2002as : * 
7 : geneseqn2002bs : * 
8: geneseqn2003as : * 
9 : geneseqn2003bs : * 
10 : geneseqn2003cs : * 
11 : geneseqn2003ds : * 
12 : geneseqn2004as : * 
13 : geneseqn2004bs : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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19 


100 


0 


19 


6 


ABS70071 


Abs70071 


Mycobacte 


2 


19 
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22 
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Mycobacte 
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33 


14 


. 8 


77 . 


9 


725 


12 


AD01714 0 
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g 
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39 


14 


. 8 


77 . 


9 


1140 


6 


ABQ22 02 0 


Aha22020 01 iaonnrl 


C 


40 


14 


.8 


77 . 


9 


1140 


6 


ABQ22 021 


Abq22021 Oligonucl 


C 


41 


14 


.8 


77 . 


9 


1170 


13 


ADT42664 


Adt42664 Bacterial 


c 


42 


14 


.8 


77 . 


9 


1180 


2 


AAZ10960 


Aazl0960 HSV-2 gly 


c 


43 


.14 


.8 


77. 


9 


1185 


2 


AAZ10959 


Aazl09.59 HSV-1 gly 


c 


44 


14 


.8 


77. 


9 


1185 


10 


ADF12414 


Adfl24l4 Herpes si 


c 


45 


14 


.8 


77. 


9 


1185 


12 


ADG39432 


Adg39432 HSV glyco 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



July 12, 2005, 10:18:20 ; Search time 6.71004 Seconds 

(without alignments) 
4633.247 Million cell updates/sec 

US-10-074-246-52 
19 

1 ccgtccagtcgttaatgtc 19 

I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 

1202784 seqs, 818138359 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



2405568 



Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : 'lssued_Patents_NA: * 

1: /cgn2 6/ptodata/l/ ina/5A COMB. seq:* 

2: /cgn2_6/ptodata/l/ ina/5B__C0MB . seq : * . 

3 : /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB. seq: * 

5 : / cgn2_6 /p t oda t a / 1 / ina / PCTUS_COMB . s eq : * 

6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 





1 


19 


100 


0 


4403765 


3 


US-09-103-840A-2 


Sequence 2, Appl 




2 


19 


100 


0 


4411529 


3 


US-09-103-840A-1 


Sequence 1, Appl 


c 


3 


15.8 


83 


2 


1145 


3 


US-09-221-017B-944 


Sequence 944, App 


c 


4 


15.8 


83 


2 


1305 


4 


US-09-902-540-4277 


Sequence 4277, Ap 


c 


5 


15.8 


83 


2 


3276 


3 


US-08-633-768A-4 


Sequence 4, Appli 


c 


6 


15.8 


83 


2 


3276 


4 


US-09-280-197-4 


• Sequence 4, Appli 




7 


15.8 


83 


2 


3849 


4 


US-09-489-039A-2473 


Sequence 2473, Ap 




8 


15.8 


83 


2 


26012 


4 


US-09-902-540-1212 


Sequence 1212, Ap 




9 


15.8 


83 


2 


229354 


4 


US-09-705-400-64 


Sequence 64, Appl 


c 


10 


15 


78 


9 


765 


4 


US-09-248-796A-1849 


Sequence 184 9, Ap 




11 


14 .8 


77 


9 


601 


4 


US-09-949-016-206008 


Sequence 206008, 





12 


1 4 

x*± . 


o 
. o 


77 


y 


AH 1 
DUX 


A 
*± 


HC:-nQ-Q49,-m fi-9<ififiOQ 
ud 3i3 vio zuouuy 


becjuence 


9 ncnriQ 
z UDUuy , 


Q 


1 ^ 

X J 


1 4 

X*± , 


o 

. o 


7 7 

/ / . 


Q 

y 


7Q9 
I y Z 


A 

4: 


UO v3~j7 / D 3-7ri Dll 


becjuence 


CI 1 A r^T-x 
jll , ^PP 




14 


1 4 


Q 

. o 


77 


Q 

■ y 


Q97 


1 
X 


UCI-nft-4QQ-Rfift-1 
uj vj o *± y y joo x 


C o^*ti i on /*"" o 


1 , Appl i 


c 


x j 


1 4 

x*± . 


Q 
. O 


77 


q 


Q97 
yz I 


1 
X 


TTQ-nft-7Q7-Q c ,ft-1 


O ^/~T1 i to y~< 


1 , Appl i 


r» 

s— 


x o 


1 4 

X*± . 


ft 


77 


Q 


1 1 ft n 

X X O \J 


A 


TTQ-nQ-947-ftQn-9 


bequence 


2 , Appl i 


c 


1 7 


1 4 
X*± 




77 


Q 

. y 


i i ft n 

X X O u 


A 


TTQ_nQ_794 _q^q_9 

uz> u y - / z4-yoy z 


bequence 


2 , Appl i 




1 ft 

J- o 


1 4 

x*± . 


p 


77 

/ / , 


q 


1 1 ft n 

X X o u 


A 


TTC_nQ_794_ftG.9-9 


bequencc 


2 , Appl i 


c 




1 4 

X 1 . 


p 


77 


q 

. y 


1 1 QC 

llo J 


A 


Tic_nQ-947-ftQn-1 

uo uy~z4 / o y u x 


bequence 


1 , Appl i 


/-< 


Z KJ 


1 4 

X*t , 


p 
. o 


77 


q 


1 1 QC 

llo J 


A 
4 


TTC-OQ 79A-Q^q_1 

Uo u y - / Z4-yDy-i 


bequence 


1 , Appl i 


c 


9 1 
Z J. 


1 A 
14 


Q 


/ / , 


Q 

. y 


1 1 or 
llO D 


A 

4 


Ub-Uy- /z4-obz-l 


Sequence 


1 , Appl i 


C 


9 9 

z z 


1 /I 
14 


Q 

. o 


7 *7 


Q 

. y 


Iz U4 


1 


ub-u /-ozy-y4 /A-i 


Sequence 


1 , Appl i 




97 
z o 


1 4 
x*± 


p 


77 


q 


1 9H4 
1 z u*± 


D 


DPT-l Tcq7~nnqAR_i 


bequence 


1 , Appl i 


p 


?4 


1 4 
x *± 


p 


77 


q 
■ y 


T 94 9 
X z *± z 


4 


TTQ-nQ~947~ftQn-7 
uo uy z4 /-u-/u~j 


bequence 


3 , App 1 i 




9 R 
Z D 


1 4 
x *± 


p 


77 


q 


194 9 
X Z fi Z 


*± 


TTC -HQ 794_q<^q 7 

ub-uy - /z4-yoy-j 


Sequence 


3 , App 1 i 


y~. 


9fi 
Z D 


1 4 
X f± 


p 


77 


q 
y 


194 9 
X Z Z 


4 


TTC HQ 79/1 QO 7 
Ub-vjy - / Z4-ODZ-J 


Sequence 


3 , App 1 i 


r> 
L. 


z / 


1 4 
X 4 


p 


7 7 


q 


14 d y 


D 


Dioziyo-y 


rscent no . 


blozlyb 


C* 


9ft 
z o 


1 4 

x *± . 


p 


77 


q 
y 


T 4 R Q 

x 1 3 y 


D 


oioz iy d - y 


racenL mo. 


CI O 7 T QC 

bloziyb 


r> 

L. 


9 Q 
z 


1 4 
x *± 


p 
. o 


77 

/ / . 


q 
. y 


1 jjU 


1 


TTC Aft 4QQ C/:q 1A 

u o - u o - 4 y y ~ d d o ~ i u 


Sequence 


1U, Appl 


C 


7 n 
-j u 


1 4 

1 4 . 


Q 

. o 


77 


q 
. y 


1 jj u 


1 


TTC r\Q 7Q7 QCD 1A 

ub-uo - / yj-ybo-iu 


Sequence 


10, Appl 


C 


o 1 


1 4 
1 4 


p 


77 

/ / . 


Q 

. y 


IbUo 


1 


TTC HQ /I Q Q CCQ Q 

Ub-Uo-4yy-Dbo-J 


Sequence 


3, Appli 


c 


79 
>5 Z 


1 4 
X 


p 


7 7 


q 

. y 


loUo 


1 


TTC fiP 7Q7 qco O 


Sequence 


3 , App 1 i 


L. 




1 4 
X *± 


p 


77 


q 

■ y 


1 £ 7 c 


1 
1 


TTC fift Aqq R^ft 1/1 

Ub-uo-4yy-DDo-i4 


bequence 


14 , Appl 


C 


7 A 


1 4 
X *± 


p 


7 7 


q 
. y 


IDj J 


1 


TTC AQ 7Q7 QC Q 1 A 

ub-uo - / yj-yoo-14 


Sequence 


14 , Appl 




7 R 


1 4 
X *± 


p 


7 7 

/ / . 


q 
y 


i roc 
1 DO D 


Z 


TTC flft QCC QQQ T 

ub -uo-yDb-yyo-i 


Sequence 


1 , Appl i 


c 


7£ 


1 4 
X *± 


p 


77 


q 


1 77£ 
1 / / D 


A 
4 


ttc oq q n 7 c^in qnc7 
. ub - u y - y uz - o4 u - y u d / 


Sequence 


y U b / , Ap 


L. 


77 


1 4 
X <± 


p 


7 7 


q 
, y 


9 £4 7 
Z D 4 J 


4 


TTC HQ QflO C4 n nO/i 1 
UbUy-yUZ-D4U - Zo41 


Sequence 


z o 4 1 , Ap 




7 ft 


1 4 
X 4 


Q 

. o 


7 7 


Q 

. y 


1 7 7 q Q 

i j z y y 


A 

4 


ttc no am c/i n qcq 

ub-uy-yuz-D4u-ybo 


Sequence 


968, App 




39 


14 


. 8 


77 


t 9 


1604 7 


4 


TIC -0^-^09-^40-1 1 7fi 


OcLJUcilLc 


1 1 7 A Zi-n 
1 U D , Ap 


c 


40 


14 


.8 


77 , 


.9 


116966 


4 


US-09-949-016-17557 


Sequence 


17557, A 


c 


41 


14 


.8 


77 , 


.9 


154746 


4 


US-09-827-688-8 


Sequence 


8, Appli 


c 


42 


14 


. 4 


75, 


.8 


364 


4 


US-09-902-540-2117 


Sequence 


2117, Ap 


c 


43 


14 


. 4 


75. 


.8 


428 


4 


US-09-902-540-1309 


Sequence 


1309, Ap 


c 


44 


14 


.4 


75. 


.8 


711 


4 


US-09-252-991A-10800 


Sequence 


10800, A 




45 


14 


.4 


75. 


.8 


2526 


4 


US-09-252-991A-10348 


Sequence 


10348, A 



GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



July 12, 2005, 11:13:07 ; Search time 27.6406 Seconds 

(without alignments) 
4315.680 Million cell updates/sec 



Title: US- 10 -074 -246-52 

Perfect score: 19 

Sequence: 1 ccgtccagtcgttaatgtc 19 
Scoring table: 



Searched : 



I DENT I T Y_NUC 
Gapop 10.0 , Gapext 1.0 

6330945 seqs, 3139162390 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



12661890 



Post -process ing : 



Database : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Published_Applications_NA: * 

1 : /cgn2_6/ptodata/2/pubpna/US07_PUBCOMB. seq: * 

2 : /cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB. seq: * 

3 : /cgn2_6/ptodata/2/pubpna/US06__NEW_PUB. seq 

4 : /cgn2_6/ptodata/2/pubpna/US06_PUBCOMB. seq 

5: /cgn2_6/ptodata/2/pubpna/US07_NEW_PUB. seq 

6 : / cgn2_6 /p t oda t a / 2 /pubpna / PCTUS_PUBCOMB .seq:* 

7 : /cgn2_6/ptodata/2/pubpna/US08_NEW_PUB. seq: * 

8 : /cgn2_6/ptodata/2/pubpna/US08_PUBCOMB. seq: * 

9 : /cgn2_6/ptodata/2/pubpna/US09A_PUBCOMB . seq : * 
10 : /cgn2_6/ptodata/2/pubpna/US09B_PUBCOMB. seq: 
11 : /cgn2_6/ptodata/2/pubpna/US09C_PUBCOMB. seq: 
12 : /cgn2_6/ptodata/2/pubpna/US09_NEW_PUB. seq: * 
13 : /cgn2_6/ptodata/2/pubpna/US10A_PUBCOMB. seq 
14 : /cgn2_6/ptodata/2/pubpna/US10B_PUBCOMB.seq 
15 : /cgn2_6/ptodata/2/pubpna/US10C_PUBCOMB. seq 
16: / cgn2_6 /p t oda t a / 2 /pubpna /US 1 0 D_PUBCOMB . seq 
17 : /cgn2_6/ptodata/2/pubpna/US10E__PUBCOMB. seq 
18 : /cgn2_6/ptodata/2/pubpna/US10F_PUBCOMB. seq 
19 : /cgn2_6/ptodata/2/pubpna/US10G_PUBCOMB. seq 
20: / cgn2_6 /p t oda t a / 2 /pubpna /US 1 0 H_PUBCOMB . s eq 
21 : /cgn2_6/ptodata/2/pubpna/US10I_PUBCOMB. seq 
22 : /cgn2_6/ptodata/2/pubpna/US10_NEW_PUB:seq: * 
23 : /cgn2_6/ptodata/2/pubpna/USllA_PUBCOMB. seq: 
24 : /cgn2_6/ptodata/2/pubpna/USll_NEW_PUB.seq: * 
25 : /cgn2_6/ptodata/2/pubpna/US60_NEW_PUB . seq : * 
26: / cgn2_6 /p t oda t a / 2 /pubpna /US 6 0_PUBCOMB . s eq : * 



Pred. No. is the number of results predicted by chance to have a 



score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 





No. 


Score 


Match Length 


DB 


ID 






1 




19 


100 


. 0 


19 


14 


U9.-1 0-074 -946-R9 






2 


19 


100 


.0 


22 


q 

Z? 


llC;-0Q-ft17-014-79 

UO \J ZJ Ol / V X t f 4 


oecjuence , Appi 




3 




X z? 


100 


.0 


22 


14 


US -10-074-246-95 


OCLJUciILc Z D , /\pp± 




4 




1 Q 

X Z> 


100 


.0 


22 


16 


US- 10-056-229 -72 






5 




1 Q 

± Z) 


100 


. 0 


24 


14 


0-074-946-4A 

U ZD XV \J 1 *± ^ t O t O 


sequence to , Appx 




6 




x :? 


100. 


. 0 


628 


14 


TTQ- 1 0-074 -946-66 

UO XV V / t ^ t O DO 


occ^uence oo, Appi 




7 






100. 


.0 


802 


14 


T to _ n 0-074-946-6R 


oequence bo, Appi 




8 


x D 


. t 


86 


.3 


743 


20 


TTQ - 1 0-4 9R-1 1 R-1 7**9R7 


Corn iotipq 1 "7 O O C *7 
otrLJUcIluc x / ooD / , 


c 


9 


1 R 


O 
. O 


83 


.2 


1145 


13 


I IQ - 1 0-1 94-1 6^ - Q4 4 

UO XV 154 -LOO vtt 


oequence ^44 , App 


c 


10 


1 R 
X D 


o 
. o 


83 


.2 


3276 


Q 

Z) 


IIQ-0Q-9fift-1 Q7-4 

U O v ^ £,0\J X ZJ 1 t 


oequence t, Appii 


Q 


11 


1 R 


o 

. o • 


83 


.2 


3276 


Q 

Z> 


T IQ - 0 Q -4 9 7 - 1 9 A ft 


Sequence 8, Appli 


c 


12 


1 R 


Q 
. O 


83 


.2 


3276 


17 


I IQ- 1 0-448-1 ^ Q - 4 

J- V t t O 1 J 27 t 


oequence .t , Appii 


c 


13 




Q 


83 


.2 


3276 


21 


T TO. - 1 0-ft7Q-^^ft-ft 


oequence ts , Appii 




14 


1 R 


O 
. O 


83 


.2 


3738 


17 


II^-l 0-9R9-1 99A-91Q^4 


oequence z jyj^ , a 


c 


15 


1 R 


Q 

. o 


83 


.2 


4316 


17 


1 1*^-1 0-790-7Q7-794 
uo xv v / y f o^ 4 ! 


OcqUcIlLc oZt ; App 




16 


1 R 
X D 


p 
- o 


83 


.2 


218802 


21 


T 1*^-1 0-ftQ7-R0ft-1 

UO XV O-?/ JUO X 


oequence ±, Appxi 




17 


1 R 


A 
. t 


81. 


. 1 


822 


1 ft 
x o 


TTQ-1 0-.494 RQQ lOQ 
Uo ±U-ftZ4-Di7i7~Jx / Uo 


bequence Ji/Oo, A 




18 


1 R 


A 


81 


. 1 


1157 


90 
v 


TTQ-1 0-^R^-fi47-41 HI 
Uo xU-OOj-UI / fixUx 


Sequence 4101, Ap 




19 


1 R 


_ 4 


81 


. 1 


1668 


18 


U^-l 0-494 -RQQ-^1 707 

UO XV tot ~J J J O X / V / 


ocrquence o ± / u / , a 




20 


14 


p. 


77 , 


. 9 


23 


16 


TTCJ-1 0-1 fiR-41 OA-1 A 

UO XV XOJ tX Vrt. X o 


ofcrqueiice id, Appi 




21 


1 4 

X t 


D 
• O 


77 , 


.9 


25 


2 1 


0-7T Q-Q00-1 ft9RR0 
uo xv / x y y\j\j xozodv 


oequence iozddu, 


c 


22 


1 4 

X T 


Q 
- O 


77, 


.9 


263 


20 


tjc;-10-49R-1 !R-1fiR^T7 

UO XV *±oU XXO XOJOX/ 


ocLJUcrllutr IDjjI / , 




23 


14 


Q 
• o 


77 , 


.9 


299 


18 


* IJS-l 0-494 - R9Q-^fi^71 

\J »J XV tot J ^ ^ ooo/x 


otr^UcIlufcr jDj / 1. , A 


c 


24 


1 4 

J. T 


o 
. o 


77 , 


.9 


439 


9 


US-09 -8fi0- 1 07 -9R00 

*JkJ <JUV XV' oUVV 




c 


25 


x *± 


o 
. o 


77 . 


.9 


495 


9 


TJS -09-783 - R.90- 4 21S 


CpAi i on r~i o A9^R An 
ocm-itriiutr tZjd, i\p 




26 


1 4 
j. t 


O 

. o 


77 . 


, 9 


549 


10 


UO V J/ ZJ Zs 1. Zf O O X/oO 


ocrLJUcIlue 1 / iij , Ap 


c 


27 


1 4 

X T 


Q 
• O 


77 . 


,S 


557 


19 


U^-l 0-767-701 -706R0 

UtJ XV 1 \j 1 / V X JuU JU 


Com ionpD onccn A 


c 


28 


1 4 
X t 


Q 


77 . 


, 9 


617 


20 


TTQ-I O-fiR^-047-7^0 

UO XV OUO WT / /ou 


oequence / ju, -^-PP 




29 


14 


. 8 


77 . 


. 9 


649 


1 1 


T 1*^-1 0-097-6^9-141747 

UO XV Vo/ Ojo XtX/tO 


Cdphqtipq 1/11 T >1 O 

oequence 1t±/tJ, 




30 


14 


.8 


77. 


.9 


649 


17 


tj^-1 0-097-619-1 41 747 

UO XV V o / U J ^ XtX/tj 


otrLJUtrllue ±tX/to, 


c 


31 


14 


.8 


77 . 


. 9 


725 


90 

£* V 


TIC! - 1 0-797-ft60-1 R7 

UO XV /oj OOv 1 J / 


oequence id / , App 


Q 


32 


14 


.8 


77 . 


9 


930 


1 R 
x u 


TIQ-1 0-1 06-6Qft-Q79 
UO ±v luo Djo 


oequence yjz , App 


c 


33 


14 


.8 


77. 


9 


957 


18 


US -10-425-114-13555 


C prri iprirp 1 ^ R R R A 


c 


34 


14 


.8 


77. 


, 9 


1041 


11 


US-09-758-759-12 


Sequence 12, Appi 


c 


35 


14 


.8 


77 . 


9 


1044 


17 


US-10-107-431-56 


Sequence 56, Appi 


c 


36 


14 


.8 


77. 


9 


1092 


19 


US-10-669-161-113 


Sequence 113, App 




37 


14 


.8 


77 . 


9 


1140 


20 


US-10-363-345A-8611 


Sequence 8611, Ap 


c 


38 


14 


.8 


77 . 


9 


1140 


20 


US-10-363-345A-8612 


Sequence 8612, Ap 




39 


14 


.8 


77 . 


9 


1140 


21 


US-10-363-4 83A-8611 


Sequence 8611, Ap 


c 


40 


14 


.8 


77 . 


9 


1140 


21 


US-10-363-483A-8612 


Sequence 8612, Ap 


c 


41 


14 


.8 


77. 


9 


1170 


17 


US-10-369-493-41102 


Sequence 41102, A 


c 


42 


14 


. 8 


77. 


9 


1180 


9 


US-09-247-890-2 


Sequence 2, Appli 


c 


43 


14 


.8 


77. 


9 


1180 


17 


US-10-383-317-2 


Sequence 2, Appli 


c 


44 


14 


.8 


77. 


9 


1185 


9 


US-09-247-890-1 


Sequence 1, Appli 


c 


45 


14 


.8 


77. 


9 


1185 


17 


US-10-410-842A-1 


Sequence 1, Appli 



OM nucleic 



- nucleic search, using sw model 



Run on: 



July 12, 2005, 10:06:45 



Search time 150.164 Seconds 
(without alignments) 
4816.222 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-074-246-52 
19 

1 ccgtccagtcgttaatgtc 19 



Scoring table: I DENTI TY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 34239544 seqs, 19032134700 residues 

Total number of hits satisfying chosen parameters: 68479088 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : EST:* 



1 


gb_estl : 


★ 


2 


gb_est2 : 


★ 


3 


gb_htc : * 




4 


gb_est3 : 


* 


5 


gb_est4 : 


★ 


6 


gb_est5 : 


* 


7 


gb_est6 : 


* 


8 


gb_gssl : 


★ 


9 


gb_gss2 : 


★ 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



c 


1 


17 


.4 


91 


6 


497 


7 


CK101783 


CK101783 


F118P27 .5 


c 


2 


16 


. 4 


86 


3 


215 


4 


BG349271 


BG349271 


947030B12 


c 


3 


16 


. 4 


86 


3 


363 


4 


BG349270 


BG349270 


947030B12 


c 


4 


16 


.4 


86 


3 


416 


7 


C0524986 


C0524986 


353.0_1_16 


c 


5" 


16 


.4 


86 


3 


431 


4 


BI273510 


BI273510 


949026E12 


c 


6 


16 


. 4 


86 


3 


515 


4 


BM499183 


BM499183 


947043D01 


c 


7 


16 


. 4 


86 


3 


529 


4 


BG360883 


BG360883 


947043D01 




8 


16 


. 4 


86 


3 


532 


4 


BI319172 


BI319172 


949026E12 


c 


9 


16 


. 4 


86 


3 


552 


6 


CA141332 


CA141332 


SCJFRT205 


c 


10 


16 


.4 


86 


3 


552 


7 


C0534599 


C0534599 


3530 1 22 


c 


11 


16 


.4 


86 


3 


555 


4 


BI992275 


BI992275 


1020058H0 


c 


12 




16 


84 


2 


754 


9 


BX958605 


BX958605 


Forward s 


c 


13 




16 


84 


2 


883 


9 


CR055993 


CR055993 


Forward s 



c 


1 4 

x ft 


16 


Q A 
o4 . 


. z 


D Q A 

o y 4 


y 


DV QC1 CO 


DVQC1 CC9 

oAy b ibbz 


rorwaro s 


p 


1 ^ 
J. D 


16 




. z 


QTA 

y /u 


y 


LKUJDJOiS 


pnn 9 a 9 0 9 


rOrwdia s 




J. D 


X J 


o 
. o 


ft 7 


z 


A R 9 
ft DZ 


b 


L.r uz b / b D 


L-r UZ b / bD 


ApDI 1 f 1 O 


p 


1 7 


X 3 


Q 

• o 


Q 1 

OJ . 


9 
, z 


A R 7 
fx D / 


Q 

y 


PD/l 1 Q A R 7 
L.Ejft x y ft D / 


OEM 1 

L-tift 1 y fi D / 


uigr-gss - 


p 


1 ft 


X D 


Q 

. O 


ft 7 


, z 


OjU 


Q 

o 


duo i onm 
ono x y uu 1 


DUO 1 Q A A 1 

Drio 1 y u u 1 


DHL r r 1 Z - ft 


p 

v— 


1 Q 

X Z7 


1 R 
X J 


o 
. o 


ft 7 


9 
. Z 


££A 
bb4 


Q 

y 


am ft non 
H\j x 0 u b z u 


Apl Q AC9 A 

Avj 1 0 U b z u 


ran CxOyi 


p 


90 
Z U 


X d 


p 


ft 7 

O j . 


9 
. z 


D / J 


/ 


LUlJ y / DD 


LU1 J y / DD 


bb 1 0 j44Zb 


p 


Z X 


1 R 
x d 


Q 

. 0 


ft 7 

O ~> . 


. z 


£ft 7 
DO J 


A 


RM^9 A 1 QQ 

Dvio/Z ft 1 y y 


DMC 0/11 QQ 

orib z ft 1 y y 


1 TAAACQT/l 

1 /UUUbo /4 


C 


Z Z 


X 3 


p 


Q 7 


. Z 


/ U 1 


/ 


ops T 0 A "7 O O 
L.U±Jfl /ZZ 


LU1J4 /ZZ 


PCTOOQI Ol 

EbT8z939i 


C 


9 'J 
ZJ 


X D 


o 
. o 


Q 'J 
OJ 


, Z 


/ZD 


-7 


LUbo /4Db 


LUbo /4dd 


lXjll-23 lO 




9 4 
Z 4 


X D 


p 


OJ 


. z 


•7QQ 

/ o y 


Q 

y 


pT £ Q /T A Q O 

LLoobUo j 


piT /T Q /T A O O 

LLibobUo J 


TAT /I "5 

PRI 0143a 




9 R 
Z D 


1 R 
X j 


p 
. o 


ft 7 
OJ 


9 
. z 


q rti 

oUl 


Q 

y 


LJ-ibbbiy d 


LljbOQly D 


Tin TAT C 1 

PRI 0151a 


p 


z o 


X D 


p 


ft 7 
O J . 


9 
. z 


o / 


-7 


1 A A 1 A *7 

LU14 ft 1ft / 


L.U14 4 14 / 


bbl 0 joo lo 




Z / 


X J 


p 


ft 7 

O J . 


. z 


ojU 


Q 

y 


CijbD4 /UD 


LljbD4 / Ub 


r>T5 TAT T1 U 
PR I 0.1 Z ID 




9ft 
. Zo 


X D 


p 


Q 1 

O J . 


9 
. Z 


1 X ft u 


fi 


Db / 0 0 J D J 


DPT O O O C O 
Db /OOJ Jj 


O T-i A T nv/I P A A O 

bhxAUMLOOo 


p 


9Q 


1 R 
X _) 


p 


ft 7 

O J . 


9 


114 7 
X X 1 J 




dt n {Zi H9 Q 
tsi / oj uz y 


di / oj uz y 


cmn/i Tool 
bUjU4 /oZl 


t~> 
y- 


70 
J u 


X J 


Q 
. o 


ft 7 
O J 


9 
. Z 


X X ft J 


Q 

y 


7AP 1 1 

Pi\j 1 / D / ft b 


API c 
Ab 1 / D /4b 


pan crogi 


p 
v_ 


7 1 
o X 


X o 


ft 


ft 7 

O J , 


9 
. z 


X X / X 


/I 
ft 


op ez 0 n n 9 a 

Do bo U U.5 ft 


DP 1 C Q A A T yl 

bubo UU j4 


bUZbZb / / d 


t~> 
L. 


79 
j z 


X J 


Q 
• O 


ft 7 
O J 


9 
. Z 


X J D U 


y 


AP 1 9 QQOCI 

avjj y 0 z d 1 


AbJ y 0 Z D 1 


Mus muscu 




jj 


X d 


. D 


ft 7 
O Z 


. 1 


o y 4 


Q 

y 


pun A O UD A 


AT ^ A A r\zz ~i 

AIjZ 4 4 (J D J 


Tetraodon 


p 


J ft 


X d 


A 


ft 1 
O X 


. X 


9 7 4 
Z J ft 


9 
z 


P.T?7 C A Q A A 

dcj / b u y ft ft 


db / buy 44 


— s A O O O A 

an uyoo a 




J D 


X D 


A 
. 1 


ft 1 
o 1 


1 

. 1 


9 7 4 
Z J ft 


Q 
O 


Ayuu / bo 1 


APAATiTOI 

AyUU /bol 


PTT" upd a 

LIi -HbP-z 


C 


7 £ 
J O 


X J 


A 
. rt 


ft 1 

O X 


T 

. X 


9 ft A 
Z O ft 


9 
Z 


JdCj / b u / Z j 


ob /bU /z j 


an_03oj a 




7 7 


ID 


. 4 


Q 1 
O 1 


. 1 


JZ 1 


Q 
O 


D7TCTQOQ 

bZi / bz 0 y y 


BZ7bzoyy 


SALK_1096 


c 


7 ft 
j O 


15 


.4 


Q 1 
O 1 


T 

. X 


TQQ 

j y y 


Q 
O 


AAi OAOA Q 

Ay j. j u z ft y 


APT OAO/1 Q 

Ayi j (Jz4 y 


Tj C "5 A A T A 

Hb_3 007_A 




j y 


15 


.4 


Q T 

O 1 , 


. 1 


a r\ a 
4 U4 


D 


CJAy 14 llo 


CA914118 


PCS02012X 


c 


40- 


15 


.4 


81, 


. 1 


417 


8 


AQ599313 


AQ599313 


HS_5343_B 




41 


15 


.4 


81. 


. 1 


448 


5 


BX765912 


BX765912 


BX765912 


c 


42 


15 


.4 


81 


. 1 


472 


6 


CB278998 


CB278998 


ru39d09 .y 


c 


43 


15 


.4 


81. 


. 1 


491 


4 


BM34414 5 


BM344145 


rr47cll .y 




44 


15 


.4 


81 


. 1 


496 


5 


BU052092 


BU052092 


gd47f 06 .y 




45 


15 


.4 


81 


. 1 


510 


9 


CL336275 


CL336275 


RPCI44 25 



12. OCT. 2004~23:34~ 



"44_0 1937.5466630 



SESSION 119-D, Paper D - 1 0 3 



Dog ftiiw* XP5 Na 4564 i p 2 

' Saturday Dfl1~e ■ \d<3 t % z 



D-103. 

A Prospective Comparison of the MB/BacT™ and 
Conventional Culturing in a High-Volume Clinical 
Mycobacteriology Laboratory. 

L. STOCKMAN,* D. R. MILLER, and G.D. ROBERTS, Mayo Clinic 
and Mayo Foundation, Rochesrer, MN. 

During the last decade, with the pressures of managed care, emphasis 
has been placed on rapid turn-around time, efficient use of technical 
personnel, and generation of accurate results to aid in patient care. 
The purpose of this study was to validate the MB/BacT™ instrument 
and the BacT/VIew software in a high volume mycobacteriology labo- 
ratory. To date, 1105 specimens have been decontaminated and 0.5 
mL cultured to BACTEC® 12B Mycobacteria culture vials (BAC), 
7H10 and 7H11S (SOL), and MB/BacT™ Process Bottles (MB/B). 
SOL were read weekly for 8 weeks. BAC were read twice a week for 
3 weeks and weekly for 3 weeks, any bottle with a GI =10 was con- 
sidered positive and aliquots were placed onto a Blood agar (BAP) and 
into a cytospin AF (Acid fast stain). The MB/B was automatically 
monitored every 10 min for 6 weeks and positive bottles analyzed by 
culture (BAP) and smear (AF). All AFB (acid fast bacilli) were identic 
fled by probes, biochcmicals and/or gas liquid chromatography. Of the 
465 cultures completed, 98 cultures were positive and identification of 
11 is pending. Isolates recovered include: 50 M. avium intracellulars 
complex (MAI), 2 M. chehnae (CHEL), 17 M. gordonae (GO) and 16 
M. tuberculosis complex (TB), 2 cultures had MAI and CHEL, and 
MAI and GO, respectively. 57 were positive for AFB in BAC and 
MB/B. 13 were positive in MB/B only. 6 were positive in BAC only. Of 
39 MAI positive in both systems, BAC had an average detection of 7.2 
d and range 2-28 d, MB/B had an average 14.5 d and range 2,6-40.7 
d. Of the 14 TB positive in both systems, BAC had an average day to 
detection 9.5 d, and range 8.4-28 d, MB/B had an average 15.8 d s and 
range 8.5-28.2 d. Due to the instrumentation and BACT/View soft- 
ware, the MB/B was easier to use and required less "hands-on" time. 
These preliminary results, however, suggest that the MB/B requires a 
longer incubation time to detection. 

D-104. 

P34 and F57 Based- Multiplex PCR Assay for 
Discrimination between Tuberculous and 
Nontuberculous Mycobacteria. 

R VANNUFFEL, C. COETSIER, M. BOUYER, M. PHILIPPE, J.L. 
GALA, Queen Astrid Military Hosp. and Univ. of Louvain Medical 
School, Brussels, Belgium. 

The nucleotidic sequences, $' to the open reading frame encoding the 
34 kDa mycobacterial antigenic protein P34, were sequenced in both 
tuberculous (M. tub&reulosis and Al bovis) (MTB) and non-tubercu- 
lous (M. avium and Al paratubereulosis) (MAC) mycobacteria. 
Multiple sequences alignment of this non-transcribed region (5'-NTR) 
revealed interspecies polymorphisms characterizing both mycobacter- 
ial groups : 5'-NTR in MTB species was 79 bases shorter compared to 
MAC. Conversely, 5'-NTR appeared to be highly conserved witiiin 
each group : species differencial ion relied on a single T to C transition 
for M. tuberculosis and Al. bovis, and a single C to G transversion for 
M. avium and M. paratubereulosis. In a first sep, a polymerase chain 
reaction (PCR) assay discriminating MTB from MAC complexes was 
developped. Primers marching conserved sequences bordering the 
polymorphic 5'-NTR amplified a 178 bp fragment in MTB and a 257 
bp fragment in MCA, irrespective of the species. In a next step, ampli- 
fication of a 420 bp product from the genomic sequence F57 (1) 
allowed a specific identification of M. paratubereulosis within the 
MAC group, and was therefore co-amplified with P34. Based on the 
P34 and F57 multiplex assay, a distinct amplification pattern was 
obtained for three of the four mycobacteria: M. paratubereulosis was 
characterized by the presence of the 420 bp and 257 bp fragments, M. 
avium by the 257 bp fragment only, while M. tuberculosis and M. 
bovis indistinctly produced a 178 bp amplicon. Finally, the speciScity 



of the multiplex assay w aS confirmed, for the four species, by using 
wide panel of reference mycobacteria (n=10), including M, iniraceli k 
lare t M. africanum* M. microti, M. scrofuIaceum f .M. kansasii and Aj* 
gordoftae, and a larger collection of clinical specimens (n=30) While 
coincidcntaJly also applicable in veterinary medicine P34 and F57 
multiplex assay appears relevant for the detection of human tubercu- 
losis and opportunistic Al avium infections in AIDS patients, and can 
also be used to assess the putative role of Al paratubereulosis i n 
Crohn s disease or sarcoiosis. 

D-105. 

Evaluation of the BBL MGIT™ AST SIRE System for 
Susceptibility Testing of M. tuberculosis. ' 

B.A. HANNA, C.H. REXER, S.B. ^ALTERS; NYU School of 
Medicine, Bellcvue Hosp. New York, NY. 

The global incidence of mulridrug-resistant tuberculosis (MDRTR) 
emphasizes the need for a simple and reliable method for susccptibili- 
ty testing of Mycobacterium tuberculosis (Mtb).. We compared the 
Mycobacteria Growth Indicator Tube Antimycobacterul 
Susceptibility Test system (MGIT™ AST, Bccton ' Dickinson) to the 
method of proportion (MOP) "Bisk elution method for the antimy- 
cobacterial susceptibility testing of Mtb. The MGIT AST is a four drug 
rapid susceptibility test system with critical concentrations (ug/ml) of 
Streptomycin (STR) - 0.8, Isoniazid (INH) - 0.1, Rifampin (RIF) - 1.0 
and Ethambutol (EMB) - 3.5, in individual MGIT culture tubes con- 
taining modified Middlebrook 7H9 brorh and MGIT OADC enrich- 
ment along with a growth control tube. For comparison, critical con- 
centrations (ug/ml) tested by MOP were INH - 0.2 and 1.0, RIF • 1.0 
STR - 2.0 and 10.0 and EMB - 5.0. For the study, 40 clinical isolates 
of Mtb including 8 MDRTB, were inoculated to the MGIT AST sys- 
tem and monitored daily for growth. Each isolate -was rested in pairs 
using both a liquid medium (MGIT) and a solid medium (L-J) as the 
inoculum source. Tubes were read daily,- and all growth control tubes 
were noted to be positive within 3-5 days. Results for drug containing 
tubes were interpreted when growth was first notejd, or within 2 days 
of the growth control becoming positive. Among the 320 "bug - 
drug" comparisons there were 5 discordant results. 1 INH; none discor- 
dant^ RIF: 1 isolate was MGIT R but MOP S.in one of the paired tests; 
STR: 1 isolate was MGIT S but MOP R in one of the paired rests; 
EMB: 1 isolate was MGIT R but MOP S in one pair, a second isolate 
was MGIT R but MOP S in both pairs. The MGIT AST is a simple to 
use, rapid test to detect MDRTB, with excellent comparability to the 
conventional MOP. 

D-106. 

rpoB Mutations in Mycobacterium tuberculosis (MTB): an 
Analysis Using the Polymerase Chain Reaction and Single- 
Stranded Conformational Polymorphism (PCR-SSCP), 

M. BOBADILLA, A. PONCE-DE-LEON*, C. ARENAS, P. COUARY, 
A. MARTINEZ, G.M. RU1Z-PALACIOS, and J. SIFUENTES- 
OSORNIO, Inst. Natl. De La Nutricion Salvador Zubiran, Mexico 
City, Mexico. 

Introduction: Resistance to and tuberculous agents is an alarming pub- 
lic health problem. A rapid amplification method has been developed 
that uses $5 CP to identify mutations that codify 'for rifampin (RJF) 
resistance, which is associated to multi-drug resistance. Objective: To 
determine mutations in the rpoB gene of MTB clinical isolates wirh 
different levels of resistance to RIF using PGR-SSCP analysis- 
Methods: 45 distinct clinical isolates resistant to at least one antitu- 
berculous agent were fully characterized by conventional methods. 
Minimal inhibitory concentrations (MICs) to RIF were determined by 
the radiometric method (BACTEC 460> BcctonDickinson, Mexico). 
DNA was extracted using conventional methods. PCR conditions: 10 
pM of TB8 ( 5 TGC ACGTCGCGG ACCTCC A 3') and TB9 (5'TCGG ' 
CGCGATCAAGGAGT 3') primers (codyfing for a 157-bp stretch 
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